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[If 2 ] Xhl/^ Ct^tt ^ rd29AitfE^- 

, rd29BafKT-7°D^-^-, rdl7*fE^F7°n^-^-, rd22olfE : T-7'n -t- ? 
DREBlAiafSi^ /d^-^-, cor6.6it^T-7°n^-^- N corl5ajtf5^7 p n 
erdlmfeT-^n^-^-^L^inlJlteT-^n^-^-^e^^^T)^ 

o 

fe : F-<7)$S¥ 4- f IJI4P 1" & * > / * * S £ n - K 1" h DNA^DREBlAitfcT-. DREBlBSfs 
i\ DREBlCilfeT-, DREBlDSfST-, DREBlEmfST^ DREBlFjifST-, DREB2Aitfc?- 
, DREB2Bjtf£T. DREB2C*{k^\ DREB2Dmfci\ DREB2Emfe+-> DREB2FilfSi : -. 
DREB2G«f5T-i3J:m)REB2Ha^^^^^^^^3S^$tL^^^ < <h & 1 

(a) DREBlAitfST- , DREBIBSJSTn DREBlC;fifci\ DREBlWff^K DREBlEatfS 
i\ DREBIFS^T-, DREB2A«fzci\ DREB2BJS{eT-x DREB2Cjfifc^ DREB2DjgfeT- 
, DREB2EiSf5 : f"N DREB2Fjffci\ DREB2G*fr^i3 J: m)REB2Hatfe : f-(7) 9 ^>^4» < 
<h & — o<7)DNA<7)i£SeS^J^i3V>-C 1 £ fc^i^^Jta^^^. g}|^ ttflik & 
L< (i#A^tL7ti£^g£5 r iJ^'b^^DNA-e*oT^ h V T.fc'&^i-V * y y K%t 
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(b) DREBlAjtfsi\ DREBlBjlf^^-, DREBlCJtf^N DREBMfci 1 , DREBlEisfS 
i\ DREBlFitfsT-> DREB2Aif{Si\ DREB2B«{Si^ DREB2Citf£i\ DREB2D«fcT- 
, DREB2Ejf{5^\ DREB2F:itfsi\ DREB2Gmf^i : -^ £ D c DREB2H3lfeT-<7) ? < 
£ ^-ooDNAO^K^iJi:^^ < t % 8 0 % Jil±0*B|s] 14 £^rf ^taSS^iJ^ 

(c) DREBlAjffci^ DREBlBjifci\ DREBlCmfci\ DREBlDitfSi\ DREBlEiffs 
T\ DREBlFjtfST-, DREB2Ajifzci\ DREB2Bitfci\ DREB2Cmfci\ DREB2DmfST- 
„ DREB2E:iifci\ DREB2Fitf5 : f-. DREB2Gilf5 : F-^ J: <7DREB2HilfET-^ d < 
<h & — oODNAKfflflitfjfcDNAt;* h If >v^i> hi^frfe^'fr'J ^XU 

&^14£^f1-&* K1"3DNA 

^«b£&8M>«b3S^£*t&^&< t 1 oc9DNA-eab^If*S 1 KiB*«>^SMS 

[ ffiSOg 5 ] h V * Jo«rtt -7° a * - 9 - <nmkt>K 

(a) rd29Aitf5T-7°n^e-^- > rd29Bitf5T-^n -t- * rdl7it{z;?--7 0 n 

- 7 rd22*f5T-7 0 n^-^- N DREBlAitfST-7°n^- 9 cor6. 6jf{£T-7° 
Dt- ^ - N corl5aitfe^-7°n^e-^-, erdljitfcT-'/n^e- ? -^tfiunliffc 
T-^n^-^-o? *>^& < t ooDNAOJta^ge^ijuioV^T 1 *tz\$®M<r> 

-t-^-ODNAi: LT<7>f£14£W1-£DNA, 

(b) rd29A«f5 : f-7°n^-^- > rd29Bjtfci L 7°n ^e- * rdlTjUS^^n* 

rd223tfsT-7 0 n^-^-. DREB1 AitfcT" 7° o - ^ - , cor6.6jtf^-7° 

f/n^-^-(7)H^ < t i>— oODNA<BJ£3£E?!lfc^fc < £ & 8 0%J^± 
OS14^^1-^DNA, fcktfK 

(c) rd29AitfeT-7°n^-^-, rd29B3tfei L 7° n ^ - * - , rdl7ilfeT-7 0 n ^ 
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rd22it^T"7 0 n-t-^-. DREBlAjf fS^-7°n^e- ? cor6. 6itf5T-^ 
T--7°n^e-^-<7)9 -t>/j/& < t ^— o<7)DNAHffliiW&DNA£:X h <j |> & 

Wt&DNA 

im^m. 7 l ^ h V 7 iS^tt 7° n - 9 - if, rmm\i^ 7°u*-?- 
, rd29B 5 tfST- "7° o - ^ - x rdl7jifcT-:/n^e-^-, rd22«fcT--7°n ^ 
DREBlASfeT-^n^-^-, cor6. GmfEi^n ^ corlSaSfci^n 
erdljafeT-7 0 D^-^-25.^TciniafrT-7°a^e-^-^ib^^^^'b 

m?-<D$mZm'M1rZ> 9 g£ rr - Kf &DNA7^DREBlA*fSi\ DREBlBitfe 

i\ DREBlCjtfsi^ DREBlDiffS?-, DREBlEjff^\ DREBlFatfc^ DREB2AjtfrT- 
, DREB2BiiSf5T'N DREB2Cotfe : ?-^ DREB2DitfSi\ DREB2E*fci\ DREB2F«fei\ 
DREB2Gilfe^-i5 <fc m)REB2H*fe : f-^ <b & £ h Z tiZ>'J?% < t i> 1 

(a) DREBlA:Sfci\ DREBlBjSfcTs DREBlCiSfSTs DREBlDoftfST-N DREBlEitfS 
DREBlFSfST-^ DREB2AjffE J f , DREB2Bitfs : f-, DREB2CjffEi\ DREB2D:SfK?- 
, DREB2Ej*fSi\ DREB2Fiil:f5T-N DREB2GitfeTi3 i m)REB2Hitfs^^ d *>^^ < 

t i>-~-D<7)mh<Dikmimz&^x i tfzmm^iM.^^, faun, & 
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(b) DREBlA:iI:fei\ DREBlB»fc^\ DREBlCjffSi\ DREBlDififzxT-N DREBlEafifs 
i\ DREBlFitfeT-, DREB2A3tfe : f-, DREB2B;Sfri\ DREB2CAfcT\ DREB2DjS{5 : ?- 
, DREB2E*fci\ DREB2FSf5 : F-s DREB2GitfS?-£; «fc 0 ; DREB2Hjt^T-^ 9 *>4>& < 
<!: &-ocDDNAc9i«g£^J<!:^& < <h & 8 0 %W±o}gm££W1-£j»KW 

zmmi-&ft®i 7 k^i-z>?y^?M$:^- k-t&dna, %btf\,z 

(c) DREBlAjtfci\ DREBlB«fci\ DREBlGlfc^ DREBlDifrfci\ DREBlEitfS 
DREBlFitfeT-, DREB2AjtfcT% DREB2BJtfe : ?-> DREB2Cilfe : f-, DREB2DitfET- 

. DREB2EjlfET-, DREB2FmfSi\ DREB2Gmf5 z Pio =t D f DREB2HjftfSi^cO 9 -*b^&- < 
£: & -o<7)DNAtcffiffi lft&DNA£ XPJ> > h- ^MTt^^f :/'J r-f X L> 

hm?tZ^-$-Z>9y^?*£*-3- V-f&YMh 

frbZ&WtfrbMlRZtiZ^ < ti> 1 0(7)DNA-e^-2>lf^6fS«c<7)^®$^ 

[If 10] ^ hlx ^ yn^-^ <7)DNAt^\ 

(a) rd29mmj-y'^^-^ ~, rd29B itfST 7° n - ^ - x rdl7«f5T--7°n^E 

rd22«f5^-yn^e-^-, DREBlAjtfci^n ^e- ? cor6. 6^5^-7° 
o^e-^- N corlSam^T-yn^e-^-, erdljtfST-yn ^- ^ -&mdnljf 

(b) rd29Ajtfe^--7°n^e-^-. rd29B]itf5T-7°n^- ^ rdl7ji:^yn^ 

rd22]fifST--7 0 n^-^-. DREBlAmfsT" "7° n ^ - ^ - , cor6. 6jtfsT-V° 
n^e-^-, corlSajffcT- 7"o*-^-, erdl^T-yn^e- ? -;K.t/kinlitfE 
^-7 0 n-t-?-09 < <>— o<7)DNAOjta*S££iJ£^& < 8 0%&± 
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(c) rmmitt-fu*-?-, rd29Bjlf£T7°n^e-^- % rdl7jt1£^^n^ 

rd22itfeT-7'n^e-^-, DREBlAjtfci^n^e-* cor6. 6:®^^?° 
o-t-^-, corlSaiffci^n^--^-, erdliffzci^n ^e- ^ -^LKkinl^fS 

^-jr-CW 7''J ^-f XL. ^ h 1/ * "7° n - ? -ODNA<h LT<7)v£14£ 

^■-T^DNA 

frhte&WfrhmifiZti&'Pti: < 1 ocODNA-C-*^>If^6ie«c<7)B@tKm 
[0 0 0 1 ] 

[0 0 0 2] 

tlfzm%>}Zftf&ir2>fz#)<D$£MX b U^JS^tt^V^ > h (DRE ; dehydration re 
sponsive element) LDRETvjft^atfST-^I^^^J^I-^ ^ ~ 

[0 0 0 3] 

[t£*<7)&#T] 
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L3s if US) , a^*^^^n->»f^J:oTif^l^T^nTv^ 0 & 
*>*L&7&*&LT+$3-C(i$:<, \-*?¥-T%tffrfrZ><DtfmkXlb& 0 i2J 

[0 0 0 4] 

Z\fiiX\ A%&) K 9 n - > if Jfife ^?E&-*> «# $ ttfctt^J Zft&lr 2>m& 
[0 0 0 5] 

^mx-t ^mi.mmi^ t^m^m^x^ %mw<Dftmfimfrhtix^ 

TiJ «9Hffl14t±|iLv^#x.ibtL^ [J. Amer. Soc. Hort. Sci. 126:13-18(20 

oi) ] 0 mmj-m-^x. izx&^u yi%$L<Dwm*? ^ v y^mmm^m^mz 

m^it(omU) tf<b*t&[HortScience 30: 970-972(1 
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995), Mol. Breed. 5: 301-308 (1999) ] Q 
[0 0 0 6] 

bMz^&nm* tzztfrx^^^tzfr, mt^mzx, m*%7h\s7nm 
mm*m%Lx^tzo mx.it, i&mtmmcyvj 7±xi-^ *>^>vx 

[0 0 0 7] 

^fpm^^t>tLTv^ 0 & o t fe^fflftos^t zti&m^t lxu7 h 

CL^147°n^E- * -£>T«EK$£JM, h > h (DRE ; dehydration 

responsive element) K*S-£ LDRET^OitfET-^^^fe^bi-^^^^-T & 
- K1"*DNA(DREBitfE^- tv^) J&*S!tt $ ft/i*^ - 
tia iJftmLfc, at*^ h l^^»t4^BS$Smtt^^^[#ltm3178672^ 
fR<h #1^^3183458-^-^] o *)WM7 h U7($m7 h V7^ i&&7 

v V7, m.7 v v 7% t*) izttir &m&&ft±LR^mfc<v&z h%^fim&& 
mb&ftmztiT^&o LfrLztib7 h u7m^<Damt^^^T (mm 
m^mmt, m.mmm, mk&wm xmzztiz - 1 ^m^Lfzm^h < 
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[0 0 0 8] 

mwfxm i ] 

#It^3178672^Hx 
[#1*33*2] 
#1^^3183458^^ 

umifticm. 1 1 

J. Amer. Soc. Hort. Sci. 126:13-18(2001) 

HortScience 30: 970-972(1995), Mol. Breed. 5: 301-308(1999) 

Mol. Breed. 5: 301-308(1999) 
[0 0 0 9] 

t-t&mm] 

[0 0 10] 

mm * nm-r & tz *b<D^m 
* 7 &w % h a , ±i mM zm#k'tz>tzsb %mm t * m & £ mm z^^x^fzo 

7s Y l/^It14#^OgetJT^«^tL/c#lt^3178672^|gco^M^5 Kffi«£ 
ttTV^fi|%"7°^^ 5 KpBI29AP:DREBlAt?^KI£&Lfc*? -rftfc^n 

<?> o 

[0011] 
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( 2 ) XhVX JS^tt 7"n^-^- rt\ rd29A«fe : F- 7* n - ? - , rd29B>tfc 
T-7°n-t-^-, rdl7jtf5T-7°n^e-^- x rd22jffe : t-7 0 n -t- * DREBlAift 

cor6.6itfET-7°n^e-^-, corl5aitfrT-"7°a ^e- ^ er 
dl*feT-7 0 n ^ - ? - ^.^Icinl jf^T--7°n - 9 - a* & -?> SM> h MiK £ ft Z> 'p 

(3) * h y Y i:|g^Liil/> > FoTI^II^Ie? 

Zfami-Z 9 K£ ^ - K1~ ^DNA^DREBlAitfsT-. DREBlBjtfST\ DREB1C 

DREBlDmf£i\ DREBlEitfci\ DREBlFitfSi\ DREB2Ajf{Si\ DREB2Bm 
DREB2CiIf£l\ DREB2Dif<E^ DREB2Eitfci\ DREB2Fitfc^ DREB2G«fc 
T-io £m>REB2H«fST-^&£»^M^£ft&^& < t i> 1 o-C&& (1) <7> 

(a) DREBlAmfST-. DREBMfc?-, DREBlCjtfc?-, DREBlDjffc^-, DREBlESfs 
DREBlFitfci\ DREB2Ajtfri\ DREB2Bjtfsi\ DREB2Citfe : ?-. DREB2DiSfS : f- 

„ DREB2Eitfci\ DREB2FitfST-. DREB2GitfcT & J; O f DREB2H«feTO n < 
t & — o<DWk<DiRmm^&^X 1 £fc(±£MH<?>£*7& s £:^ ft, #*n, *> 

^l^i^ > Y<DTm<D&m^<7>&^*mmirzmnzm~r2>?y^?nz3 

~ K-f&DNA, 

(b) DREBlAitfSi\ DREBlBitfc^ DREBlC«fci\ DREBlDitfS^-, DREBlEjftfc 
DREBlFitfci\ DREB2Aitfti\ DREB2Bitfci\ DREB2Cjtfei\ DREB2D*{5^- 

, DREB2EiIfcT> DREB2Fitfc^ DREB2GitfcT-£ <t £>DREB2Hitfe^O ? *>4?& < 
<h &—o<£>DNA<7>i&XB£?iJh^& < £ & 8 0 %^±OM14£^t-&i&»B£?iJ^ 

*mW-t K-f^DNA, KbtfK 

(c) DREBlAfcfS^ DREBlBitfeT, DREBlCatfS^ DREBlDiafzH^ DREB1E«<5 
i\ DREBlFSf5i\ DREB2A*f5T-. DREB2Bfifs : f-. DREB2Ciff*^ DREB2Ditfe^- 
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, DREB2EiIfzci\ DREB2Fitf£ : f-, DREB2GSfcT"£ «t O^RE^Hit^tf) 9 *>/J^& < 
t ooDNAK*BttM£DNAi: 7 h «; > v j. > h 4^frTtvA^ 7 1; ^ X L> 

( 5 ) X h W^S^14^°n ^E- ? - goDNAt5\ 

(a) rd29A«fST-7°n^-^- A rd29Bitf£i i yn ^e- 9 -> rdl7*f5T-yn^ 

rd22ilf£ : f-7 ,, n^-^-. DREBlAitfcT-yn^e- * cor6. 6*^7° 
o^e-^-, corlSaitfET-yn^E-^-. erdlitfS^'/n^- * -&?7kinl*fc 
^7°D^-^-^d *>^& < <b ocoDNA<7)ilSe^ijHi3V>T 1 i £(i&H<Z> 

- * - ODNA £ L T <£>f&1£ £*i-r 

(b) rd29AiffST-yn^-^- > rd29Bittei i y n * rdl7atfS^yn-^ 

rd22^tfEi L -7°n^-^- > DREBlAitfcT-T'n * - , cor6. $&fefr~f 
n^e-^-, corl5astf5 : f-7 p n^e-^-, erdlitfc^ T^n^E- ? -^tfldnlitfe 
f7'n^-^-(7)H^ < t & — oc7>DNA<7)i&AB^iR^& < t^80 %J^JLt 
Offlratt«rWi"*ffi*E^^* 0. 7 h l/^^tt^n^e-^-ODNAt LT 
OfS1££^rf&DNA. &h&iZ 

(c) rd29AilfKi r -yn^-^-. rd29B«fei : -^ 0 n 9 rdl7itfcT-7°n-=E 

rd22*f5T--7°n^-^-, DREBlAitfc?-7°n ^e- ? cor6.6«^^° 
n*-*-, corl5aSf5T-7°n^e-^-, erdl«feT-7°n^- * -^.O^kinlitfe 

MTtA^yj ^XU X h lx^^147°o-t-^-coDNA«h LX<Dm&% 
W1"£DNA 

^&&SM^il4R£*L&^& < £ & 1 OODNA-C&£ (1) OfRCfttftS: 
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(7) 7.YV7s 1^.^14 -fu^-jr—hK rd29Ait fc^ 7° o - * - , rd29Bit<5 
tyn^E-^-, rdlT^lfzcT-yn^- ^ - , rd22m 7° n ^ - ^ - , DREBlAm 

cor6.6itf5 : f-7 ,, o^— corl5ajtfeT--7°n^- ^ er 
dlitfcT 7° n * - 9 - S CKkinl^tfe^- "7 0 n -t - * - ^ h & & Wtfr h MIR ZtiZP 

*<tti ( 6 ) <Dfm$mm^}, 

fcfflflp-*-* 9 V K1"£DNAM)REBlAjifci\ DREBlBjffeT-, DREB1C 
itfci\ DREBlDjtfST". DREBlEitfST-, DREBlFfifz;?-, DREB2Amf5T-N DREB2B« 
DREB2Cmfci\ DREB2Djtfci\ DREB2Eitf5 : f-, DREB2Fjt{Si\ DREB2GjtfS 
Ti3<tt>T)REB2HJt^^«b^*^^«b3l^$tL-5^^ < i> 1 of*S (6) CO 

(a) DREBlAJ»fri\ DREBlBjtfci\ DREBlCif DREBlDiSfET-N DREBlEjftfz: 
i\ DREBlFotf5i\ DREB2A*fc^\ DREB2B:ffe^\ DREB2Caf fSTN DREB2D*feT- 
, DREB2E«f5^\ DREB2FSfei\ DREB2G«f5^ i t^)REB2HitfE : F-<^ 9 *>^=5: < 

L < (2#A£ti£:tl*g£^^&&DNAT-&oT^ h W*fi£8FteJil'* > h K%± 
- K1-&DNA. 

(b) DREBlA«fci\ DREBlBitfsT-, DREBlOafc^ DREBlDit^T, DREBlEitfS 
i\ DREBlFitfSi 1 , DREB2AitfeT-, DREB2B»fc^\ DREB2CjtfST-, DREB2D*^f- 
. DREB2Eatfri L , DREB2F«fS^\ DREB2Gjtf5^i3 «t tfDl^Hitfc^O 9 -t^fc < 

(c) DREBlAitfcT", DREBlBitfsT-, DREBlCitfci^ DREBlDitfci\ DREBlEmfS 

l±lliE# 2004-302123 4 
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=F. DREBlFjfifr^K DREB2Aitfc^ DREB2Bitf5i\ DREB2C^If£i\ DREB2DjtfoT- 
, DREB2EjSfS : f-, DREB2F)ffeT% DM^GitfcT-fc <t m)REB2Hitfe : F-<7) 9 *>^& < 
<h ocoDNA^tBttfit)^DNA«h^ h- 'J b ZkftT X ;^ 4 7 1 ) 7 4 XL, 

7 Y U7fc&®.J^U7 y h ^IS^Lig^l^^ y Y<DT : /M<Diii^T-(D$f^im y Mir 
hifc'&Z^-$-Z>9 y^7*£*^- K1"^DNA 

frhte^frhiWRZtih'Ptt < t t> 1 OODNAT:-*)^ (6) ^5C$5&M!k 

(10) ^ h ^ ^^t£7° n - ? - <7)DNA#\ 

(a) rd29AitfST-7°n^-^-, rd29Bjt^T- 7° n - 7 ~ , rd\im^7°^^ 
-7-, rd22itfsi L yn^-^-, DREBlAitfST-^D^e- ^ cor6. 6jtfeT-"7° 
o^e-?-. corl5a3llfKT-7 0 n^e-^-, erdlmfci^n -t- 7 -^.C/kinlilfc 
^7°n^e- ? -o^ -t>/^& < h & — 0(7)DNA<7)ia*K^J^i3\/^-c 1 tfzligkm?) 

mm^^ mm. urn, i> l< WA^ti/c^-c^o-c^ b v^m^y-u 

*-7-CDDMt LT^^tt^WI-^DNA, 

(b) rd29AitfSi : -7 0 n^-^- > rd29Bitf^7°n ^e- 7 rdl7^t{ST-7°n ^ 

rd22«^7°tt^-^-, DREBlAitfSi^n -t- ^ cor6.6itfeT-y 
Dt-^-, corl5ajltf5T--7°n^e-^ - % erdlitfci^n ^E- 7 ~RZr\inlmii: 
J-7°u^-7-<Do < <h ooDNA<7)jt&^@^iJ<h^& < t & 8 0%J^± 

<Dmm^^&$&minfrh%: 7 v ]y xb^7°^ ^~ 7 -codmt lx 

<7)St4^Wi-^DNA. tehVlZ 

(c) rd29AitfsT--7°n^-^-. rd29Bmfs?- 7° n - 7 - . rdl7mfS^-7°n ^ 

rd22ilfET--7°n^-^- N DREBlAiafST* ~7°&^:—7—, cor6. 6itfeT"7° 
n^e- ? corlSaitfSi^n^e-^ erdlitfci^n ^e- 7 -Wkinlstfc 
^-y"u^- 7 ~<D^) ib^^ < t i>— o?)DNAtct@:jf ift&DNAh* h 'J >v;t > b & 

^-f-SDNA 

^^^^>^^^ii^^fL^>^^ < t & i oc>DNA-e&£ (6) (n^mmmmio 

£<bK. _tlfi (4) fcctt^ (9) <7)DNAH(i, DREBlAjfrf£i\ DREBlBitfKi\ D 
REBlC«fci\ DREBMfcT-, DREBlEat{Si\ DREBlFitf5T-> DREB2Ajtfci\ DRE 
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B2B:SfSi\ DREB2C:gfcTs DREB2D«frT> DREB2Eitte : J\ DREB2Fitfri\ DREB2 
G«feT£<fc CKDREB2Hilfe : f-<7) 9 *>4?fc < t fc-o<7)DNAt IS«WKIW4>i&14«: 
^f-t^DNA^\ ±§2 (5) SitJf (10) ODNAKfi, ra^AiifcT- 7° n - * - 
, rd29B*fei r -7°n- : e-^-, rdl7]8:fST--7°n^- ^ - N rd22atf5^ i yn -t- 9 

DREBlAilfsT-yn^e-^-, cor6. 6jtfrT-7 0 o -t- ^ corlSaitfcT-^n 
* - * - , erdlitf£T-7 0 n^E-^-S.tJ f kinl3lfET--7 0 n^-^-<7)9 *>/J>& < 
& — o<ODNA £ HKW K m%?<Dfti& £ &DNA^ £ 0 
[0 0 12] 

^tt^n^-^-tc^-t tihl&m* Y V^fL^ttiU^ > h (DRE ; dehydration 
responsive element) tc|£^ LDRET^LOit^^l^^^tt^f * 
f^g^n- Ki-^>DNA(DREBilfe?-i:v^)/6 J iIM$a^afS : F- (^TO»^ 

14) * ? |nj_t$tL7t*^-eab*o -WtU, rd29A7n*-*-£fflv>fcfl|j£<a 

jtfsT^^-r (ii) o 

[0 0 13] 

(1) DREBSfST- 

^f&H^O^^ M^fo^-x W > h (DRE) Kj&^LDRETafcOitfS^OiK 
¥*ffitt^ti--S«ilS:W1-*IE¥H : f-S:=i- Kt-&DNAt L-C, DREBlAitf5i\ D 
REBlBSfz^ DREBlCitfc?-, DREBlDjffcT-, DREBlEitfS^ DREBlFitfEi\ DRE 
B2A&f5i\ DREB2Bitfci\ DREB2Citfci\ DREB2DjtfSi\ DREB2Eitfc^\ DREB2 
Flfc+, DREB2G3tfeT^ <t m)REB2H«fS : f-^* 0 , i *L<b ^M^fflf & CI <h 
^14, DREBlAitfSi^ DREBlAit-fS^ [Kazuko Yamaguchi-Shinozaki and Ka 
zuo Shinozaki : Plant Cell 6 : 251-264(1994)] OcDNAfIlt£. ^ 9 

-^I£g^/£(RT-PCRt tv^)*ffv»^ *i*S1-*^tm: - £ Q 

iiTPCRtcfflv^i £^T~#&#|SJmRNA£ LT(i> yn^f ^ •^X^-CMSJ§% [M 
urashige and Skoog: Physiol. Plant. 15 1473-497 (1962)] & £*?>@#:tgJ&K 
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& ) ^8§f| L ^> il L fcmRNArt s W <b *l h 0 

[0 0 14] 

^fcififcOiUST**. #it^3178672-^-l>m^fB«c^tiTi3«9. l^fROffi 
«C|oTJRflt4-^ { tl5o DREBlAJtfzci\ DREBlBitfci\ DREB1C 

DREBlDitfoTs DREBlEitfcT-. DREBlFjgfc^-, DREB2A31 fcT", DREB2B:§ 
fSTs DREB2Cmf5T-, DREB2Djjtfci : -, DREB2EmfS^\ DREB2FmfS : ip, DREB2G 3 lfe 
i\ 43i^l)REB2HitfE^^ia^@^iJ^^tL^tL@^iJ#-^ 1 , 3. 5. 7, 9, 1 
1, 13. 15. 17, 19, 2 1, 23, 2 7 K^"to DREB 

lAitfcT-, DREBlBSfci 1 , DREBlCif fST-. DREBlDjffSi\ DREBlEitfc^-. DREB IF 
iff^T, DREB2AjffST-, DREB2Bjtfci\ DREB2Cif f5d\ DREB2Ditf5T-. DREB2Eif 

DREB2Fjtfe^\ DREB2G]itf5T-, £ «fc ^DREB2HitfeT-75 ? 3 - Kf * 9 
%<DT$smmi\**tL?*i&ffl&-%2, 4, 6. 8, 1 0, 1 2. 1 4. 1 6 
, 18, 20, 22, 24, 2 6*3J:tf 2 8K^i"o $ «b DREBlAX(iDREB2A 
itfo^*#tri&Slx.^*-f±, ^MffiK-12$ctC;#A£*L. DREBlAjtfS^Sr^O 
^Mffifi, 5:K#-^FERM P-16936£ It, DREB2AitfE : f-^'a-ti-^:M(i, £tt# 
^•FERM P-16937£ LT, ^frEfeffiA ItftfltM^PJT 
^-(B^BI^»o<(jrTiimiTgl#*bl4'^6)^. Wl0^8^11B#tt 
tflt^ntv^o SMC DREBlA^rifett t Lfc, DREB IB ^ «b DREB 1 Ft CO 1 M 1 

■eoje^E^i u^-eor 9 -y > ^ > h , &mnm& <t * m 2 dr 

EBlA£^jtt<b L£, DREBIB^ t>DREBlF<h <D I til -?<DT < 7&E?!I l"*;l/-Ctf>7 
7 >f > * > K &mmH& X Zfffim&%*m 3 DREB2A£S!fc!) Lfc, DREB2B 
£>DREB2H<h <D 1 M 1 •COiSE^lJ l/^l/TO T 7 > > > h , 5£iiK?iJ& <t 0 f 
£HI 4 tC, DREB2A & 3l?tt t L£> DREB2B# k £> DREB2H t <D 1 *t 1 t?©7 5 
y HE?iJl/^;i/-C07 9 <Y > * > h , ^IS^iJfe «t ^ffi[^t4% Sr m 5 L fc„ 
Z<7)T?4 h tiflWf V 7h^x7t LTGENETYX-MAC version 12. 0. 0 * 

fflv^/io £ DREBID^ "oDREBlFiS «t <7DREB2C^ h DREB2HO iil3S?K3?!] id X TfT 5 
y^Se^J^^^H-^tL^fO^^^^^ov^Tti Biochem.Biophys. Res. Coram, 290 
: 998-1009(2002) HfH«$tLT*3«9, ^SH^ODREBit^Sr^^^^^ot^ 
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[0 0 15] 

HI 2 coDREBlAit^T-^'bDREBlFitfs^-Oia^ie^J l"OVX*<D SS^iJ Jt^C <£ 0 , DR 
EBlAtDREBlB^ibDREBlFO^^ffi|5l14(i« : fcfg:< "C54.7%T**o tfc, DREB1B 
tf> ^DREBIFcO Pal -CffllSItt***: & fiv > <D fiDREBID £ DREB1E t <D m "C51 . 2% t^^o 
$ £>K> DREBlA^^DREBlFOP B 1T(iDREBlAO^100fi^il*^^^400{5(7)^*i 
T-<Z>E^JKffi^t-&E^5H-*&E?!|j& f #< x DREB1AO lOOte^ t> 40014 OPTO 
ikmm KfflM -t h «B53*Offl|SItt75*« & © v >0 (iDREBID DREB1E?) f B 1 T&j65% 
<sb o 

[0 0 16] 

lot, DREBIA^ <b DREB1FO v^-f ti^coiaftgfi^ij 50% lil±<Offl & W1" & 
ffla£K9!l*»«b* «9 ^ DREB1 "7 r 3 V -<0jtf5?-ODNAT'*-5)DNA{±^:|&^O|£ii^ 
M/^MiW^>h (DRE) H^LDRETi/t^itfeT-O^^^^k-r^^ 

<7> «£-C * #HDREBlAc9fjH00fe^ t> f|400fi<^^*BS^J^^ £ tiDREBlB^ <bDREB 
lFOttafeE^lO -5 *>±IB^rfet; «t «9 DREBlAcoiaftg^iJ t77^f>^>h? -&tz t 
£ ^DREBlAO^lOOfi^ h »400fi[OffiafeE^J«|J^twffl^-r £ £&E?!lgBfr i: fflRI 
ttOSv^i6*Eyija^Sr*i-*DNA«:»atCfflv>* £ M^ODREBIA 
ri>fcDKEBlFO#*i:^fc^fflffltt;^$: < <b ^60%, 0i L < t±65%J2JLttf)DNA£ 
^flWOKft^ Mx^S^14^.V^ > h (DRE) Cg^ LDRETv^cO if {r^Ote^ 

o S < £ ^±ffi^E^J^^^^tpDNA^>^:||^<7)^^ h l^tfcSr 

Qx.V*>\> (DRE) tCttf^LDRETi!EOjl^ : f-(DiE^Srf&tt<k"r*«i6S:^r1-4 

[0 0 17] 

g]2 ODREBIA? ff^ ^DREBIF^ >/^Mct)T5 7 ^E?"J U^^tOEJIJ 

Jt&J: <9, DREBlAtDREBlB^«bDREBlFOWOffi|HH!t{±fi:*>1g:< T43.9%T^^ 0 
£ fz, DREBlB^^DREBlF<7)P^T*ffil^14^ft^jg:V>0(iDREBlDtDREBlEtOP^-e41 
.9%X&2>o 



ttltE# 2004-3021234 



#11 2003-071082 



^-v: 16/ 



[0 0 181 

lot, DREBlA7^DREBlFO^-f tt^<0 7 5 J ^40% i^±mm^^ 

-f&T< y g^E^ibft&DREBl? 7 < *)-\zm-fZ> 9 y^7%*^~- Y~fh\Mk 
lt*§kW<0&%kA h y Y (DRE) LDRET^^AfST-^IS 

ho <£ 0 &DNAO & # HDREB1A 9 >/^I«fS07 5 J Wifrhm 
2m B<7)T < J mMWlUft £ tz (iDREBIB 9 > ? ® ^ <b DREB1F ^ > / ^ K<7) T ^ 
y ^SE^iJ<7) 9 *>±SB;£&K <£ 0 DREBIA^ 7 W^IO 75/ B£E?iJ t77-f>/> 
h t £HDREB1A<7)31#B<£>T 5 /^£>120#gO7 < / gtS^JgR^ffl 

mthT i -/BRE^jsu^tffirattoss^r ^ smm®fr*&-r2> 9 y^tnz 

fcOfflratt**^* < &60%, ft i L < 1*70%&±<D9 K1"&DN 
Afc^WOfS** b^)S>tttil^^ > h (DRE) Kig^ LDRETsftOitfsT-O 

DNAfc#3&IW F > h (DRE) KM^LDRETSLO&fcT 

tlSe DREB1A* >^*ff3&>kDREBlF* W^ftOTS /&E?y^9^ 

, DREB1A * > 9 R <7)85# g ^ <b 93# g O 7 5 S &E£ffl (MAARAHDVA) & X Xfi95%r 

Bfrb i05# g co r ^ y if se^ij (alrgrsaclnf) (±drebia? ^drebif^ y 

s*9%i,z&mx'$>t). z\<D&mmmMft<7)ir'<x£tzit-'mi> t < tigfcis^r^ 

^HH^<7)^^ h W > h (DRE) LDRETitO itf5T-<7>lE¥ 

* j&teffc-r & «ie fc^rr £ k^h^* = - k-t &dna <h l xm ^ & - 1 ^-e § & 

o 

[0 0 19] 

|ll4<^DREB2Ajtf5T-^^DREB2H*f5^Oil^E?iJ^^^^60E^JJt^J; 0 , DR 
EB2AfcDREB2B^<bDREB2HOF^<7>ffl|^14(iJB^fl£< T39.4%Tab*o DREB2B 
DREB2HO n -Cffi [*] 14 * V > <7) (iDREB2G <b DREB2H £ <D ffl X3S.4 % Xh& 0 

mfE#2 004-3021234 
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£ <btc, DREB2A^^DREB2HOK^(±j^l80l£O^^^^400l2:O^S-C<J0BE^J 
3P#K*iIE?iJri s #^o 
[0 0 2 0] 

tot, DREB2A^ ^DREB2HO^-f ti^ifi^SS^J 50%^±<Offl|SH4Sr^r-f * 
i&^E?!j^«b& 19 , DREB27 -OitfeT-<7)DNAT*)^>DNA(±^:|&^<7)^^ 
hlx 7s JS^tt J. 1^ y y Y (DRE) LDRET ^(DMi^ Ofe^ * ^14^1" £ $t 

l^tt^teW^n- K"f-2>DNA.h Uffli^ - t £ £ Q 0 &DNA 

<7)fp"Ci> # CDREB2AOSl80fi^ t> I^OOfiOjt&^g^iJgl^J £ iiDREB2B^^DREB 
2H<7)il*Se^JO -? ^±IS^-f* «fc >9 DREB2A?)*fiS@£^J t77^>^>!^? <?: 

§ nDREB2A<7>fjii8o{3:^ h mm&<DiAmmufr^m^ir &i&mmimft ttm 

^(Dm^^m^mU^^^i-^DM^UM^m^^ ^t^T^, 1£§I^<7)DREB2A 
frbDMBZHtDffitifrt^fflmW'Jsft < t &40°/ck ft i t < (i50%m_t<7)DNA£ 
$:§£W<vm%^ h I/Xt^ftxp^ > h (DRE) LDRET^tOjtfcT-^fS^ 

&x.]s*>l (DRE) K&&LimTffi.<0&itt<0&^*t&mti-&Wlt&*&1r2> 
[0 0 2 1 ] 

HI5<7>DREB2A^ >^ Sf^ £>DREB2H^ 1^7 ^ 7 ifeE^J U^^"COE^J 

Jt£c«fc 0 > DREB2AtDREB2B^t>DREB2H<^KOffi|S|tt{iS*i5:< T26. \%X~3bZ> 0 
t fz , DREB2B/^ <b DREB2H<0 ffi "Cffi |Wj i>i&^<D fiDREB2F t DREB2G t <D m "C21 

[0 0 2 2] 

t&oT, DREB2A^£>DREB2H<7)v>-f*L^<7>7 5 yKE9ll^20%JlU±<^ffi|SItt'S:^r 
■f2>T<Jm®mfrb%Z>DWB27T< 'j - Z> 9 « * 3 - K-f&DNA 

fi*#&9§Of£jft* h W^lL'Mil/^ > h (DRE) K^LDRET&tOjff5T-<7)$E 

& Q £<£><fc 9 &DNA<^*"C&iRMCDREB2A* >/^®<7>i&61#@07 5 
30#B<O7< 7l*Ey!l*B$3*S £fiDREB2B* 5C^<bDREB2H* >A^f©7^ 
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J mW?\\<D d h±tttmz i DREB2A 9 %(DT < / WM$\\ t 7 y 4 s 

b £-£tzt £ HDREB2A<7)61#g<7)y ^ 7 <b 130# g O 7 5 ygtSS^J^^^ffi 

^ -r & r ^ j wmm>% t *§ isii4<7)i^ v» r ^ y gtse^j £ ^r-r £ * > * m £ 

n- K-t&DNA££tM^ffiv^>r «h7& ? -e^, fgg^<7)DREB2A^^DREB2H<7)fBrtL^ 
<b<7)*g|5]14^& < t i>20%, fti L < (±30%J^±O^ K"7&DN 
A^fl^fE^* h UXfc&n^ls* y h (DRE) LDRET?yt<7)st^<7) 

DNA^«0^<O^t^ h l^JS^tt^l^ > h (DRE) LDRETit^jtfeT 

-?£Z>o ££>K, DREB2A^ >v^M^DREB2H* >^®<7)7 ^ y^S^U^ 
, DREB2A* K^88# g ^ <b98# g (7) T 5 J ^§££0 (WGKWVAEIREP) (iDREB2A 

^ k^dreb2h^ >^?ntzjtmv&to^ ZtD^mmUft^lr^X Ztz 

Ki-^DNA^^^^I!:^^ h lx^^t^il^^ > b (DRE) 
LDl^TrLOa^T^^^^mtl-^^^^i-^tE^H^ £ n- Fi"^>DNAi: 

[0 0 2 3] 

& fc\ 775'J-i: tiDREBlA-F^ i <^)REB2A~H t &} K mM&& <0 T 

5 y^@£?iJlx^;U^--^Offi|5jt4^^1-^»^T-#^«-r^^i : -^v^^ DREBIA^ 
F& J: 0 f DREB2A~HJW?) & <D Z^ts 0 
[0 0 2 4] 

3 fz, 0 6 CDREBlA£S$it L fcDREBlB^ <b DREB1F <h ^iaSSB^'J U^^tOT 
^-f >y > h |U7 ^DREB2A£^$*t L£Ji^<7>DREB2B^DREB2H£ <7)l&^@e 
£iJl^;l/-C?)7 9-f >y > h 0 8 J3REB1A£^$S£ L7t:i;§^<7>DREBlB^ <bDR 
EB1F £07^ JWM¥\\<"<^X<7)Ty4 >J>b%, El 9 tCDREB2A£*ift <h Lfc 
*i-^-^)DREB2B^^DREB2Hi:OT ^ 7 B£@£?"J l^«^©7 7 >f >y > h ^-e^^tt 
tkL£ 0 ±ISOJ: ^ ^DREBlA^DREB2A^»#ii: L^^<7)#^lia*@E^iJ. =IIJC 
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DNA7^ £> & <2> DNA h X h M > v'i > h fc&ffctVW 7'V ^Xf^^OO^ *><7><^ 
•ftL^^^^DNAW^O^^ h W^Cl«^14^U^ > h (DRE) H^LDRE 

fflt^it^'Ho *7t, ±ffi<7) J: d ^DREBlA^DREB2A^^I4<h L^it^O^t 

ar^yaftBe^i, iis^Ji^v^ 1 iu < i^t i^r ^ / ^m, 

tttiaii L < tilt ASftfcE^Jmvffi^or 3 ymsmtm-fZ 

- K1-&DNAfc#S§E<0f£** h > h (DRE) ic|£^ LDRETift 

a i t ^ § * o 
[0 0 2 5] 

JsJLTJw^ DREB1A- lFO^OT ^ y ^l^^;W-e<7)*iiSe^J> DREB2A~2HO^O 
T 5 ;&Us<)VX*<D&iMl&\, DREB1A- 1 FOP^Sil'^^tO^il^ik DRE 
B2A-2HCO WOdSHE^J ^ -CO&fflSSffl * o 
[0 0 2 6] 

* DREBlA—lF rsyffiW^ : 

DREB1A© 30 §B<Z>7S,/K** A 34— 36#B©T * y®#P* K, KTffct), 

38~40S@CD75/^A> G, R"P&0, 43 #a©73 F 0 , 45—49 

©75/f©#E. T, R. EL 51—53 #g(DT5. /l&tfV. R, GTfeD, 55# 

@©73/&#R-e&*K 57#a©73y|$^R-C&t3, 61~63#BCD7S/&#K, 
W> VTfeD, 65#B07S./&#ET?&D» 67-69 # SCOT 3 /B£#R* E*P*Zr&0> 
74#gOTSy^R^&D, 76-79 #g<D7S/S^W, L* €k TTfiU, 82#S 
O7SWT7?$0 . 85-93 # SCOT * /g&«M, A* A, R> A, H* D, V. AT* 
0. 96-l06#a<Z>7£>>®**A. L. R. <*. R. S. A. C» L. N. FT?&*K 108-113 
#@C75/^D> S, A. W. R„ 116#@CDT5 y^PTi&O. 124#@ 

©TSyH^IT^D, 128#S07Sy®j5<A-C*D> 130-132 #acp75/^E, 
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A. AT&9> 135«gOT^/K**FT?»0, 186 £ 187 #B©TS SWt&A t ETfc 
D, 190#B©75./SI#LT&t)> 194SiO75y^ { PT*0. 212~215SB©7 

* DREB2A-2H : 

DEEB2A © 63 £ 64 #B 5 7 Wt/fi K <h G «9 , 68-71 SB <D73 y Sfea* G, K. 
G, et'St). 72#B»73yg|**PT!'fc!K 74#B<D7-£y®s&lNT?&0> 77SB*< 
Crfet), 81~85#ec0T3yie^G, V, R, O, RTTfctK 87-97 SBWITS /Bfea« 
W, G, K> Wx Vx A» E» Is R. E. PTr&O, 103-106 #B<P75 yg?3&«L. W. L» 
6T«fet). 108Saa>7 , Sy®*«FT?feO. 114 £ 115 #g<P7'S ^fe* s A £ A7?S&0» 
117-119 #B©75/&i&« A, Y, D^fclPv 121 S1C75 ySid* A *t?2& t> , 126 £ 127 
#|075yft*«YtGTfe5, 130#BCD7£yffi*<AT?&9» 132 £ 133 Sl©75 

* PREB1A-1F iSS WUfc : 

DREB1AO 71#SOifiS*<AT»0» 82 SB©^** A Tfe D . 86 SB ©ifi^d* T 
TT&tK 88 £89#B©:|fe&#G£ CT&D. 94#B©&S^ ATTfe"?, 100 £ 101 # 
gO^S^fcC^fe?), 103-107 #B<0*££i&* A. A. G. A, ATa&D, 109#B<Z>4g 
S*iC-t?*0, 112 £ 113#B©&g*SG£CT?$9, 115 £ U6SBCDt&S**&l;: GT? 

119 #S GTffctK 12lSB<£>Jfc»;&iAT&D* 127 £ 126 

«^T7?&0, 133-137 SB<Z>3iStf*G. A> G, A, CT^O. 139-143 SBcDi£X# 
C, G* T» Cv AT?fc«3. 145 fc 146#B<D^*t#:HCT&0. 149 SBcD&Sftt TT 
&t5> 151-158 #9 ©*S£rt* T, A. C A, G, A> G. GTffeO, 161 SS T 
TfeOv 164SB<0^ffi^G-C*t). 166#B<OJfi®^C TfcO. 169£l70#g©&g 
fAiGTife?). 173#B©igS*t A r&0, 178 #B<Z>tS«7J* G T<& 0 . 181 £ 182 
Sa®1S«a^fCAT*«9. 184-188 #l<D:ft&#T» G, G, G, TT&O. 190SBOD 
TT?& 9 > 193£ 194#SOiSg3&SG t A'TJbO, 197 #S <Dl£3&&t T 0 . 200 

* g G T?3& 9 . 202 £ 203 # @ ©ffiS** G £ A 9 v 205 £ 206 S B c^SA* 
^CTfcO« 208#1^S*<A-C^»). 212*Se©ife3S#A^&9, 2l5#Bt7)&g 
^ATSOs 221#BO?:$3Srt*G-e«&0 , 224S@©««a* T T&9. 226-228 SB© 

T. G, G 7?& 9 » 230 § S ©ffiSkft* TT«0. 232 £ 233 # § ©gaggle: G T 
£9. 235 £236Sg<DJgg#A£CT$9. 238#iOSS^TTfe?)s 241#B©tK 
Sid!CT?J69, 244 £245SB©*g£rt*A£CT?a&9. 247SB<D*ffiB** GTfc 9, 250 
£251#B©m&a t G£ATf#9, 263-257 A, Ti Gv G» 259 

£ 260 SB G tCT4t). 262 £ 263#B<Z>ttfifl* C £ G -?&9. 265 4:266 
tltDIS^GtCTfe?, 268 £26&SB<W£S#C £Arfc9, 27l£272#S© 
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ttS^G £ AX'&Q* 274 £ 275*B<Dtfoife«G £T^&«!K 277 £ 278 *B«D^Si&* 
GtCT^D. 28O#a©jfeSA^GT*0 . 284&B©iS&a*T 9 . 286 £287?&B 
GtC Tffe £ . 289 £ 290 #B05aiS*S C £ T C&> 0 , 292 £ 293 #B ©&g 
tfC^GTfet), 295 t296#BWig:S*S^GT^0, 299#B®tfeS^ G b , 
301 £ 302 &m<Dmm& T £ C T<6 9 . 304 £ 305 * B GiC^O, 307-309 

SB©igaa*l\ G, TTi&D. 311#B©&S2HTT&eK 313 £ 314#B©^S^^ 
ATSO. 316~318*BOHCS^T, T> CTSD. 320 #B 0?^® G 9 . 322 £ 
323#B©ffiS**G tATffeO. 325 £ 326#g©^S#*T tCTgf). 328~333#@ 
©IfiSA^G, C> T. T, G. GTSO, 335 ^B©&^tf* G 338 #B ©iSS** T 

TJ&O. 340#B<Z>«LK**CT?»?K 344 # g ©^S#< T 0 , 346 £ 347 «S©ffiS 
j&«WC.CT?*?K 349»BC0ffiS^G-??»0, 353#g©£S#C TfcO, 355«B©ig 
S^AT'ibO. 362*S(OmSd^C-e^«3, 365#g©S3£**A-? ! &D. 370 £371 »B 
©mS**A£T 382 £ 383 SB<Z>$SS*« G £ C Tf&O . 386 *B<O^S^ C T 

388—392 #B©ffiS*«Gs As A, G, 394 £ 395 flClS^ G £ C 

T&0, 399 #B ©S&fitfS G T?fe 0 . 403 t 404 #B ©&&*>**£ TTSO> 412 SB© 
t&S*tGT?&fK 428 £ 429#B©&£r&*C £ GT&D> 439#B©±£^#GT?J&D. 
445SB<Z>:&£aSGT26 9. 462SB©&S3!>*GTi&D, 483 £ 484#B©ifc&**lfel:: G 
-CfcD. 529 # B ©;&&** GT?&?K 533 *B©J&g*tTT?&?K 536 SB ©££*>< C T 1 
ifctK 545#B©i£2£**TTS&*). 550#BO^S^A-C&0» 554#g©m^TTfe 
9, 556 t 557S@<0^aid*G^C tra&O, 559 £ 560 # g ©ifcgfl* G £ A Tffc 0 . 562 
ffrBOiSSEdtG T&O. 569#B©iSSfltT-efcCk 572#B©&Sa*TT*&tK 575 £ 
576#B©i&ii#* CiG 580 £ 581 Sg<0ffiS*<*t CT*D> 582SB©miS 

**GT?fcD. 586 t587SB<D<tS*»G tTtf&tlv 593 #B©J£gjfiftTT& 9, 599 £ 
600 # B GtA"?*t),602#B <D&&& A tf * 0 . 608 * B ©&«** AT$D, 

613 £ 614 SB ©&&** QtATJb!), 616 # B©ift&tt G Tfc 0 . 619 SB ©SSd* G 
TfeO, 625 £626#B©&ga<G £ ATfeO, 628#BCDS^GT*0. 632#S© 

T t) » 634 £ 635 $ B T £ C ?K 638 S B T T? ft 9. 640 

~644#B©&S#T. G, G. A, GTTifc*k 646 #B©*gS^TTr*S. 

* DREB2A~2B3a£l^;i/: 

DREB2A © 181 #B©}££rt* Tt«0. 184 #B©ifig# 187 £ 188 @B 

©ffi£#*K:ATi&9» 190~192*B©J£Stf*G, Gs TTSOv 202 t 203#B©mg 
^ftlCGTfe?). 205-209 #B©i&S*t A. A. A* G, GT$D, 211 £2l2SB©& 
Hd^fcGTftD. 214 £215#B©&g##KCT&!K 218#B©»d* AT* 0, 
220 £ 221 SB <nm&tf#iiZ A 0 . 229 Sg©&&a< T "C& t> . 230 SB ©S£j« G 
TfcD, 235SB©fc2£**T-e<&9. 241 £ 242 SB ©&£**& KG T'fcO, 244 £ 245 
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#@<OGtTtS.I3. 248#S<S5*l®^Gt!*0. 250 fc 251 #@<Z>«iStf* C t A Tfe 
0. 254#B©tfiS7!>SGl?*0, 259~263#B<Z>ffiS^Ts Gs G G. GT?S0. 265- 
272#a«SS^A> A. A, T, G% G» G> T D> 274 £ 275 ®B<ZM£3S»*G t CX 

277-281 #B©^S**G. A. G. A. 284#B©m&a*GT&0, 286 

i287#a©^LSA<GtA'eSD. 289 t290#@O4SS^l'CT&(3» 299#@CD& 
StfGirfctK 808 # B TT*»3, 310— 314 T. G, G. TT 

316 i:8l7#B<9*£l£*^wGT?fe«5s 320 #B CTi&<!K 322 t323# 

B^SiS^fcT-efet). 328#B©^S^ATfe»J, 332 &&&&&& C t) » 338 
#g£Dffigj&iAT?&9, 340 <t 341#B<DffiS#G £ CT?&*K 343 i: 344 3= 9 ©ig&rit 
G tCTfet). 349-353 #B©M^G» C. T, T. ATSD. 355 £356#B©«S*t 
GtA^g5, 361 t362#@©M*«G tCT$D, 365 #B C D. 374 

#@ CW&gtft TT*»), 376 fc 377 #@ TtA ^25 0 , 379 1 380 #B GDffiStf* 

*fcG-e&«9. 388£ 389#B£>ifrfia*G tCTfiO. 395*SC0mS^TT?*0. 397 
£ 398 A 9. 401#B<D8£g*<ATi&tK 654#@©mS^AT?fe 

0. 572#B£>&g#TT&-&. 



[0 0 2 7] 

fOg?^^ ^ Wf^n - &DREB1^DREB20"7 7 5 'J -J^l-CD 
[0 0 2 8] 

$IxJ4\ /mBE^iJco^^< tUfl, £f£ L< f± 1 ~ 1 6 OfH, 

ZblzftZ L< t± 1-4 OfH, L< 14 1 ~2 010, f^JL< 

(4 1 - 5 TOT 5 y@3tf> ? ftil<7)T< y&Ktt&Lfc* K-*- 

[0 0 2 9] 

7' ^ X-f * £ § &DNA& , mmMtf^i -Y-fhty^t g^DREKIS 

^ LDRETvrt<7)«f5^$E^^®ttfl:-t^^lfg^^-r^Pl «9 . Oitte^fc lei 
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x.i£± V 'J * AsiJg^ 10mM~300mM, #F£ L < li20~100mMT& 0 . ^JS^25°C 
-70°C, $ff L < ti42°C~55°C-e<7>##£v^ [Molecular Cloning (Sambrook^> 
(1989) Cold Spring Harbor Lab. Press, New York) ] e 
[0 0 3 0] 

m^Mmi^li, Kunkelfe^ Gapped duplex&& ZO'&jBUQ^feXliZ 

*-yh (^0^(^utant-K(TAKARAttM)^Mutant-G(TAKAPJ^ ; r±^)^^) £ffi^T, 
$>&^l±^ TAKARAtt<7)LA PCR in vitro Mutagenesis v'j-X^ y h SrffiwTfp 

#HS-ftt(i\ Molecular Cloning (Sambrook^H^(l989) 15 Site-directed Mut 
agenesis of Cloned DNA, 15. 3^ — 15. 113 Cold Spring Harbor Lab. Press, New 

York) m<Dxmmzm^^xmm%T&tiimw\<Dmm®i% it:i^iiffit 

J^L± (ll/;lil«±) Oia»<7)gm, ^fe, JfAXW^ A^WMt ? 
#T (§M£##lft^^I£#&) ^o^Tfi, Proc. Natl. Acad. Sci. USA 81(19 
84)5662-5666. W085/00817. Nature 316(1985)601-605, Gene 34(1985)315-323 
. Nucleic Acids Res. 13(1985)4431-4442, Proc. Natl. Acad. Sci. USA 79(19 
82)6409-6413, Science 224(1984) 1431-1433^ Kffifc^MT^o X^mfci %L 

[0 0 3 1] 

SB^iJ t 8 0 %^±. #f t L < (i 9 0 %JUJL±, ±0Sfi L<li94 %J£JL±, ft & $f 

3 L < it 9 9 %J^±<^im4£W1-£*£*gc?ij mmm i>^itiz> 0 - 

^(7) J: 9 &*BFI1£«9&fiif±, ia^@^iJJtfeffi7 0 n^^ A : $| x. (2GENETYX-MAC ve 
rsion 12.0.0£ffiV>T, f7*;H (193^1^) <T>'*7 * - ? - IZ X *) $ ft 

[0 0 3 2] 
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z<D x i %Q?EBmtt<vi&mmz^tfWAxii^<DUfr<7>&mmt, dreh^ 

KWiU>o .1 ft <bODNAX ii rDREKfS-g- LDRET^l 

(Dmttmm*m&\t^%m\±tnm<vte&zmm^r^'th\ tit, 
^mmLtzmu^mmmm-^x, ztihrnrnxnt^u^t, m— 

x^omm&iz, MpLimwmm^myjfa, i&i l < imi-nmmnmffi.^m® 

£ L < (i^-^^ppnfl'i — ( Chrysanthemum morifol ium cv. Lineker3UiDe 
ndranthema grand if lorum cv. Lineker) ^fO|fflJ&^^^#^i3tt&®t:£&-^ 

[0 0 3 3] 

^itfs^cDNA^ L < AdNAZMMt LfzFCRli' lot, **v^±g[Jfi*E 

^J^^1-^DNASffM-^7°n--7^ Lt^^7'J ^^X^^^itCi «K DREB* 

[0 0 3 4] 

«fc W3§3i 2 ft £ J: d ^ tf>^tt 7"D^-^- ^DREB«f5T-±rL Kit 

rd29Amfc^:7°n^-?-[Yamaguchi-Shinozaki,K. et al. ! Plant Cell, 6:251- 
264 (1994)]. rd29Bjtf^"7°n^e-^-[Yamaguchi-Shinozaki,K. et al. I Pla 
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nt Cell, 6:251-264 (1994)], rdl7jf fr^n -=6- 9 - [Iwasaki.T. et al. I PI 
ant Physiol., 115:1287(1997)], rd22 AfcT" 7° n - 9 -[Iwasaki.T. et al. : 
Mol. Gen. Genet. , 247:391-398(1995)] , DREBlAjt{r^7°n 9 - [Shinwari, 
Z.K. et al. iBiochera. Biophys. Res. Com. 250:161-170(1998)], cor6. 6Afc 
T-7°n-t- ^ -[Wang, H. et al. : Plant Mol. Biol. 28:619-634(1995)], corl 
5amfcT-7°v*- ? ~ [Baker, S.S. et al. I Plant Mol. Biol. 24:701-713(199 
4)], erdl3tf5T-7°n^-^-[Nakashima K. et al. ! Plant J. 12:851-861(199 
7)], ti£ZfkinhMitt7°v*:-?-VNang,U. et al. I Plant Mol. Biol. 28:605 
-617 (1995) ]-T&&o 
[0 0 3 5] 

(i „ ^ -7° n - * - * ^ tr DNAct) ia^gE^iJ ggo* u > T l&ft t :/ 7 <i ^ ~ i ffl v » 
T, ADNA£§fM£: LT, PCRK «fc aJgfiafcK £ o £ t § 4 C * 

##nc(±, $£*fs.X h W^Itteilfs^O 1 o-eab*rd29AatfeT-[Kazuko Yaraaguchi 
-Shinozaki and Kazuo Shinozaki : Plant Cell 6 : 251-264(1994) ] <D 

?-mmrd29Amm^<DMmm%i&frh-2i5--i45<Dmm) * 7 —est 

$1SS(PCR)^tV>, i3gips-r^> tCi ££T?PCRK/B\/>& 
£ ^^-e^^^MDNAi: LTti, yn^f ^ ±X"]r<Dr; ADNArt^f bft2> 

[0 0 3 6] 

h ^^^14-7 0 n^- ^-t3REB«^^«gL^itfE 
T-i: LT0flx.(frd29A-DREBlA^tt%tL>&^, ^^^{±#^^3178672^^ 
<DmnM5tZ%zmZft-C^2>m. ! V>}7 0 7X< KpBI29AP:DREBlAKfi*1-&&0-e K 
asuga^^ [Nature Biotech., 17 287-291 (1999) ] T fclft^S *t"Cv>£ * h V 

[0 0 3 7] 

iOJ: ? ^7 9 n^-^-Hov^T^±ieDREBit^T-TO, 7°n^e-^-?gt££ 
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o 

[0 0 3 8] 

1 75 ? -e £ & o 

[0 0 3 9] 

2 tz, CTlS^^^Ji^-r £ ^DREBitf^OT^U 

[0 0 4 0] 

^^tL.CT7 0 n^-^-gE^iJtDREB«feT-<7)r B 1(C A m^^^M^ 
(Adhl)<D4 y h n >[Genes& Development 1:1183-1200(1987)] £>gA 
[0 0 4 1 ] 

( 2 ) &g&mm itftfc-r&fztb codna§i 

- t DREBjf fcT-^il^ L tzMk £ ^ ^ -e & Z> DNAil^ffi ^ ft h o ^f&W K J: & DN 
T , #3&IE <7) x YV 7, j£^t£ -7° o ^ - 9 - <h DREBit^T-T&^IS L ZzDNA^lfA £ 
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[0 0 4 2] 

7 ^"7 * ;i^RNA4 , 7* n 9 ? 4 ^^RNA 3 , 

^Ol^X, ^/<=?iy^r>^ ^^^^-^g^ij^^tf t>^L^ [Gallie^, Nuc. Acid 
sRes., 15 (1987) 8693-8711]o tfz, mMmM^mm*- t Lt, ^ 

>fX<p/?-l, 3 -T- — -tf (Glu) S^OSe^JffifflS;. HTO^. Sigfctt 
Hf^i>7^^ 7 ^ ^H. TOX^^m^AP^ mm±. p.119. 1992]^*^3 
CD 7 i V K^rv> -9" r^L- y h (PsaDb) fi3fccDge£iJ [Yamamoto h , J. Bio 

1. Chem. , 270 (1995) 12466-12470] & Ztf&lfh *L& 0 fflm$rik ^ K > t L T 
fiTAA, TAG, TGA^ ^OK^J^tf'b tt^> [Molecular Cloning fly ai^O§£fJc]o 
^-<^-^-i:LTIt #ijx.fi\ nositfe?-<9 ^ - 5 * - ^ - „ ocsmf^pcD ^ 
-^^-^-^<!:^#tfJbtL^,[Annu. Rev. Plant Physiol. Plant Mol. Biol., 
44 (1993) 985-994, "Plant genetic transformation and gene expression; a 
laboratory manual"lu tH]o ifz. y'u -t- ? - r£<7)$z^J- >/\ t IT, 

f&t££i^#>&- t^^^tLT^ 19 [Plant Cell, 1 (1989) 141-150], -<D^ 

Dt, Ztifrtitmffi Uf&^DNAil* i:ja^tii-5 £ t tiffii L 

[0 0 4 3] 
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[0 0 4 4] 

(3) mammmk 

%m *mnt2>9>'**nz%%L-rz>zt &x § , mwmnmmmm & x raft 

[0 0 4 5] 
[0 0 4 6] 

t& ? -#: tc j|g^ Lt, i ti^r y A ^ jf A $ ft tz ftm^MW ^ 

[0 0 4 7] 

f±OtJL^i:Ltli, >f*, ^tony, 

^JjLT-aStfit^ y^X* 1-**. Y^Y, Ml"f~>3, 

^^7\ *^^V7, y ^7 ^ >f t^aWf If ^ 

& * * ? , 77 - * - v a > . ^fc^mm^X i> K£.mffiMtf&lM&M 

fttftttLTii, ^!ix.«\ £g*u #s*&fSL 2t#\ £K\ «k\ % 

^t> nffijt, y°u h7°7x a^*, »i\ ftffifr, fcmft. 

[0 0 4 8] 

m^^*a<^F**A"^ -Soffit LTfi, gEK#££*U ft2.ZtLX\<*2>m 
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W7j£t LT(i, *>f/l/;*. T^nys^-r'j ^acoT i 7°7^ < h\ R i7*7X 

yx^y a >T'Plant genetic transformation and gene expression; a labora 
tory manual" Huffi], -> 'J =i MJ K-W * # y'j3>*-;i/f K->/f^ 
^-[Euphytica 85(1995)75-80. In Vitro Cell. Dev. Biol. 31(1995) 101-104 
, Plant Science 132(1998)31-43] iZ <£ o xmtt*m\~$- h Jj&m&mifb *t 

ho tmxumz^^xi±, mn%"?*>tuzm±m$iL, mrn-t 

o 

[0 0 4 9] 

o ^©i^^smi, m^mm^hm^^<D^^mtLx~m^\z^\hfix 

-.O^tcov>T(±, #!lx.fi\ [«[!»i(llll&^*v-jz.r^] J ?»[lllfflJ*^:M. a* 
l^tt^f -x>tM 1984]^£IK£#H5£*L7 t c^ 0 
[0 0 5 0] 

— ttt/^SAL/citfzcT-fi. tefStK^V A^K&Ufc&S *t£^\ <£- 
<7>i§-a\ A £ *t<2> yy Ai-e^g^m^ & £ K J: 0 SASfcT-Of&il^ll 
^^|yy 3 >Oxni & Jl^^m <b ti Z> o 31 A* «t 0 < 3& 

i^LT^^0Ktsm#(i. SAitfST-ODNAilfn-^^n-yh Ltfflv^y-f 
«fc ^^3EtttJ^^#liaLTV^mRNAP^;i/^^-r^> £ t IZ £ oTiifel" 

£ ^ 1 # ? -e # * o 

[0 0 5 1] 
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[0 0 5 2] 

(4) *i£w<Dfcmmmv>) 

y*, >^<7)^mfll» ? W^n, tcfftLv^iitLtii, ifr 

kmLxm±Lfz±mm<vifm$mmm*<vwvfc*t>imi-z>o z\zx\ r 

[0 0 5 3] 

(5) if LUWM%J&&£zm&*>!H& 
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[0 0 5 4] 

Kasuga^> <7)$*^ [Nature Biotech. , 17 (1999) 287-291] tcfB3££ tiTv>&rd29 
A-DREB1A#P!^ ?-£EI 1 Ciait^o i^^^-^xW^ Fn*>-y 3 
>&tc J: i9 , 7 7n;^ f'J^A • '^7? c y J^y XAGLOm^MAL tz Q rd29A- 
DREBlA^-a-t^ T^o/^r- 0 • 7^77 v^>^AGL0^^TK<7)YEB-Kml#ttl 
3mHC^«L. 28°C-?16R#F^ Bf^f"e^#L^ i£<L4l J: «9 U TK<7>^ 

[0 0 5 5] 

VEB-Km mm : 5g/l tf-^X^^, lg/lSfSl + X, 5g/l^^l->. 5g/l 
X^D-X, 2mM mm.'??'%-'> 1 5 A (pH7. 2) , 50mg/l ts -f?^ is > (Km)« 
MMMS.; 1/2 MS[Murashige ft Skoog, Physiol. Plant., 15 (1962) 

473-497] mm<Dmmm.Rztid? s. >m. i5g/i^^n-^. iog/i ^3- 

7., lOmM MES(pH5. 4). 
[0 0 5 6] 

J r^ < 7)^ :t HPpfM"C^)-5>> U^^7— ( Chrysanthemum morifolium cv. LinekerX 
(j: Dendranthema grand if lorum cv. Lineker) (T)MMM^^OM^:5-7ma^lZ^]W\ L 
, rd29A-DREBlAf§5^? ^-^#AL/:7 7'n/^f «j ^ AmMM^lO^mW: L 

32 ^ E/ ra 2 s ) / 8 n mmm w o^#r-ctf o £ Q 
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[0 0 5 71 

i ms t%m<Dmmm.%.z£¥? $ >m* 30g/i p-*, img/i ± 

^^U>^^> 2mg/] <.>y;i/7T->, 8g/l *3<c. 5mM MES (pH5. 8) , 200 
fiMTt h x'J >=f >. 

jg^^a ; MS gi^miR^b'j' 5 >gf> 30g/l^^a-X, lng/1 ± 
y^U>mm. 2mg/l <>yJV77->, 8g/l 5raM MES (pH5. 8) , 25mg/l 

ft-y^-iisy (Kid), 300mg/i -t 7 ^-^^->A C 

[0 0 5 8] 

^ > v ;v T ■f - >) * fcl&lliE^fll^ft $^/: 0 
[0 0 5 9] 

<D K^iJ £ #M fill K if IS & 7 9 >f - L GAGTCTTCGGTTTCCTCA ( @E 
^|J##2 9) > S.LKCGATACGTCGTCATCATC (BE^iJ#-^3 0) *ffiv*fc 0 PCR<£>Jx.tfr 
9 4tt5^«ll 9 4°C (3 0#) - 5 5 °C ( 1 #) -72t 
(1#) <7)-<M^£3 om'W\ Mi:7 2tfl0^raSlL'$^:« 

[0 0 6 0] 

mzmmik mum 1 <b tif^mm®- * * - -r^-c * tsb 

(in vitro) cO^WJ#*^NaCl £0.1, 0.2, 0. 4M& Lfc OH2-3*JCOSISa L 
£31 & i> ^m^iWm L 2 aifl^|&«S:«» Lfeo rd29A-DREBlAit^T^^A 
LTv»£v>fcOt±0.2MT-3&1&7&*l.k*ifc < fcofcri*, DREBitfc^ £ $ A L & O 
t± , 3^14 * & § -r^r 0. 2MT?3MS# i l&#> ^> ti&m 9 -e (i0. 4M-C & <b 
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[0 0 6 1 ] 



* w m m ; ms m m <o m m 


m r it tf ^ $ > ti 


. 30a/l ^^D-^, 5mM 


MES (pH5. 8) 







[0 0 6 2] 

mi] 







0 0.1 0.2 0.4 


9 

10 


+ + + + 
+ + + - 
+ + - - 



[0 0 6 3] 

0m*iaiEL^^m^mT0^2 £0 1 O^to m<^^-^^rd29A-DREBlA 

«tt***L<|n|-tLfco 

[0 0 6 4] 
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SEQUENCE LISTING 

<110> Kirin Beer Kabushiki Kaisha; Japan International Research Center f 
or Agricultural Sciences 

<120> A production of plants having improved rooting efficiency and vase 
life by using environmental stress-resistant gene 

<130> P02-0988 

<140> 
<141> 

<160> 30 

<210> 1 
<211> 933 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (119). . (766) 

<400> 1 

cctgaactag aacagaaaga gagagaaact attatttcag caaaccatac caacaaaaaa 60 
gacagagatc ttttagttac cttatccagt ttcttgaaac agagtactct tctgatca 118 
atg aac tea ttt tct get ttt tct gaa atg ttt ggc tec gat tac gag 166 
Met Asn Ser Phe Ser Ala Phe Ser Glu Met Phe Gly Ser Asp Tyr Glu 



ttifiE#2 004-3021234 
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15 10 15 

tct teg gtt tec tea ggc ggt gat tat att ccg acg ctt gcg age age 214 
Ser Ser Val Ser Ser Gly Gly Asp Tyr He Pro Thr Leu Ala Ser Ser 

20 25 30 

tgc ccc aag aaa ccg gcg ggt cgt aag aag ttt cgt gag act cgt cac 262 
Cys Pro Lys Lys Pro Ala Gly Arg Lys Lys Phe Arg Glu Thr Arg His 

35 40 45 

cca ata tac aga gga gtt cgt egg aga aac tec ggt aag tgg gtt tgt 310 
Pro lie Tyr Arg Gly Val Arg Arg Arg Asn Ser Gly Lys Trp Val Cys 

50 55 60 

gag gtt aga gaa cca aac aag aaa aca agg att tgg etc gga aca ttt 358 
Glu Val Arg Glu Pro Asn Lys Lys Thr Arg lie Trp Leu Gly Thr Phe 
65 70 75 80 

caa ace get gag atg gca get cga get cac gac gtt gee get tta gee 406 
Gin Thr Ala Glu Met Ala Ala Arg Ala His Asp Val Ala Ala Leu Ala 

85 90 95 

ctt cgt ggc cga tea gee tgt etc aat ttc get gac teg get tgg aga 454 
Leu Arg Gly Arg Ser Ala Cys Leu Asn Phe Ala Asp Ser Ala Trp Arg 

100 105 110 

etc cga ate ccg gaa tea act tgc get aag gac ate caa aag gcg gcg 502 
Leu Arg He Pro Glu Ser Thr Cys Ala Lys Asp He Gin Lys Ala Ala 

115 120 125 

get gaa get gcg ttg gcg ttt cag gat gag atg tgt gat gcg acg acg 550 
Ala Glu Ala Ala Leu Ala Phe Gin Asp Glu Met Cys Asp Ala Thr Thr 

130 135 140 

gat cat ggc ttc gac atg gag gag acg ttg gtg gag get att tac acg 598 
Asp His Gly Phe Asp Met Glu Glu Thr Leu Val Glu Ala He Tyr Thr 
145 150 155 160 

gcg gaa cag age gaa aat gcg ttt tat atg cac gat gag gcg atg ttt 646 
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Ala Glu Gin Ser Glu Asn Ala Phe Tyr Met His Asp Glu Ala Met Phe 

165 170 175 

gag atg ccg agt ttg ttg get aat atg gca gaa ggg atg ctt ttg ccg 694 
Glu Met Pro Ser Leu Leu Ala Asn Met Ala Glu Gly Met Leu Leu Pro 

180 185 190 

ctt ccg tec gta cag tgg aat cat aat cat gaa gtc gac ggc gat gat 742 
Leu Pro Ser Val Gin Trp Asn His Asn His Glu Val Asp Gly Asp Asp 

195 200 205 

gac gac gta teg tta tgg agt tat taaaactcag attattattt ccatttttag 796 
Asp Asp Val Ser Leu Trp Ser Tyr 

210 215 
tacgatactt tttattttat tattattttt agatcctttt ttagaatgga atcttcatta 856 
tgtttgtaaa actgagaaac gagtgtaaat taaattgatt cagtttcagt ataaaaaaaa 916 
aaaaaaaaaa aaaaaaa 933 

<210> 2 
<211> 216 
<212> PRT 

<213> Arabidopsis thai i ana 
<400> 2 

Met Asn Ser Phe Ser Ala Phe Ser Glu Met Phe Gly Ser Asp Tyr Glu 

15 10 15 

Ser Ser Val Ser Ser Gly Gly Asp Tyr He Pro Thr Leu Ala Ser Ser 

20 25 30 

Cys Pro Lys Lys Pro Ala Gly Arg Lys Lys Phe Arg Glu Thr Arg His 

35 40 45 

Pro He Tyr Arg Gly Val Arg Arg Arg Asn Ser Gly Lys Trp Val Cys 
50 55 60 

fcbiE# 2004-3021234 
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Glu Val Arg Glu Pro Asn Lys Lys Thr Arg He Trp Leu Gly Thr Phe 
65 70 75 80 

Gin Thr Ala Glu Met Ala Ala Arg Ala His Asp Val Ala Ala Leu Ala 

85 90 95 

Leu Arg Gly Arg Ser Ala Cys Leu Asn Phe Ala Asp Ser Ala Trp Arg 

100 105 110 

Leu Arg He Pro Glu Ser Thr Cys Ala Lys Asp lie Gin Lys Ala Ala 

115 120 125 

Ala Glu Ala Ala Leu Ala Phe Gin Asp Glu Met Cys Asp Ala Thr Thr 

130 135 140 

Asp His Gly Phe Asp Met Glu Glu Thr Leu Val Glu Ala He Tyr Thr 
145 150 155 160 

Ala Glu Gin Ser Glu Asn Ala Phe Tyr Met His Asp Glu Ala Met Phe 

165 170 175 

Glu Met Pro Ser Leu Leu Ala Asn Met Ala Glu Gly Met Leu Leu Pro 

180 185 190 

Leu Pro Ser Val Gin Trp Asn His Asn His Glu Val Asp Gly Asp Asp 

195 200 205 

Asp Asp Val Ser Leu Trp Ser Tyr 
210 215 

<210> 3 
<211> 1437 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 
<221> CDS 

<222> (167). . (1171) 
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<400> 3 

gctgtctgat aaaaagaaga ggaaaactcg aaaaagctac acacaagaag aagaagaaaa 60 
gatacgagca agaagactaa acacgaaagc gatttatcaa ctcgaaggaa gagactttga 120 
ttttcaaatt tcgtccccta tagattgtgt tgtttctggg aaggag atg gca gtt 175 

Met Ala Val 
1 

tat gat cag agt gga gat aga aac aga aca caa att gat aca teg agg 223 
Tyr Asp Gin Ser Gly Asp Arg Asn Arg Thr Gin He Asp Thr Ser Arg 

5 10 15 

aaa agg aaa tct aga agt aga ggt gac ggt act act gtg get gag aga 271 
Lys Arg Lys Ser Arg Ser Arg Gly Asp Gly Thr Thr Val Ala Glu Arg 
20 25 30 35 

tta aag aga tgg aaa gag tat aac gag acc gta gaa gaa gtt tct acc 319 
Leu Lys Arg Trp Lys Glu Tyr Asn Glu Thr Val Glu Glu Val Ser Thr 

40 45 50 

aag aag agg aaa gta cct gcg aaa ggg teg aag aag ggt tgt atg aaa 367 
Lys Lys Arg Lys Val Pro Ala Lys Gly Ser Lys Lys Gly Cys Met Lys 

55 60 65 

ggt aaa gga gga cca gag aat age cga tgt agt ttc aga gga gtt agg 415 
Gly Lys Gly Gly Pro Glu Asn Ser Arg Cys Ser Phe Arg Gly Val Arg 

70 75 80 

caa agg att tgg ggt aaa tgg gtt get gag ate aga gag cct aat cga 463 
Gin Arg He Trp Gly Lys Trp Val Ala Glu He Arg Glu Pro Asn Arg 

85 90 95 

ggt age agg ctt tgg ctt ggt act ttc cct act get caa gaa get get 511 
Gly Ser Arg Leu Trp Leu Gly Thr Phe Pro Thr Ala Gin Glu Ala Ala 
100 105 110 115 

tct get tat gat gag get get aaa get atg tat ggt cct ttg get cgt 559 

tiiSE#2 004-3021234 
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Ser Ala Tyr Asp Glu Ala Ala Lys Ala Met Tyr Gly Pro Leu Ala Arg 

120 125 130 

ctt aat ttc cct egg tct gat gcg tct gag gtt acg agt ace tea agt 607 
Leu Asn Phe Pro Arg Ser Asp Ala Ser Glu Val Thr Ser Thr Ser Ser 

135 140 145 

cag tct gag gtg tgt act gtt gag act cct ggt tgt gtt cat gtg aaa 655 
Gin Ser Glu Val Cys Thr Val Glu Thr Pro Gly Cys Val His Val Lys 

150 155 160 

aca gag gat cca gat tgt gaa tct aaa ccc ttc tec ggt gga gtg gag 703 
Thr Glu Asp Pro Asp Cys Glu Ser Lys Pro Phe Ser Gly Gly Val Glu 

165 170 175 

ccg atg tat tgt ctg gag aat ggt gcg gaa gag atg aag aga ggt gtt 751 
Pro Met Tyr Cys Leu Glu Asn Gly Ala Glu Glu Met Lys Arg Gly Val 
180 185 190 195 

aaa gcg gat aag cat tgg ctg age gag ttt gaa cat aac tat tgg agt 799 
Lys Ala Asp Lys His Trp Leu Ser Glu Phe Glu His Asn Tyr Trp Ser 

200 205 210 

gat att ctg aaa gag aaa gag aaa cag aag gag caa ggg att gta gaa 847 
Asp He Leu Lys Glu Lys Glu Lys Gin Lys Glu Gin Gly He Val Glu 

215 220 225 

acc tgt cag caa caa cag cag gat teg eta tct gtt gca gac tat ggt 895 
Thr Cys Gin Gin Gin Gin Gin Asp Ser Leu Ser Val Ala Asp Tyr Gly 

230 235 240 

tgg ccc aat gat gtg gat cag agt cac ttg gat tct tea gac atg ttt 943 
Trp Pro Asn Asp Val Asp Gin Ser His Leu Asp Ser Ser Asp Met Phe 

245 250 255 

gat gtc gat gag ctt eta cgt gac eta aat ggc gac gat gtg ttt gca 991 
Asp Val Asp Glu Leu Leu Arg Asp Leu Asn Gly Asp Asp Val Phe Ala 
260 265 270 275 
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ggc tta aat cag gac egg tac ccg ggg aac agt gtt gec aac ggt tea 1039 
Gly Leu Asn Gin Asp Arg Tyr Pro Gly Asn Ser Val Ala Asn Gly Ser 

280 285 290 

tac agg ccc gag agt caa caa agt ggt ttt gat ccg eta caa age etc 1087 
Tyr Arg Pro Glu Ser Gin Gin Ser Gly Phe Asp Pro Leu Gin Ser Leu 

295 300 305 

aac tac gga at a cct ccg ttt cag etc gag gga aag gat ggt aat gga 1135 
Asn Tyr Gly He Pro Pro Phe Gin Leu Glu Gly Lys Asp Gly Asn Gly 

310 315 320 

ttc ttc gac gac ttg agt tac ttg gat ctg gag aac taaacaaaac 1181 
Phe Phe Asp Asp Leu Ser Tyr Leu Asp Leu Glu Asn 
325 330 335 

aatatgaagc tttttggatt tgatatttgc cttaatccca caacgactgt tgattctcta 1241 
tccgagtttt agtgatatag agaactacag aacacgtttt ttcttgttat aaaggtgaac 1301 
tgtatatatc gaaacagtga tatgacaata gagaagacaa ctatagtttg ttagtctget 1361 
tctcttaagt tgttctttag atatgtttta tgttttgtaa caacaggaat gaataataca 1421 
cacttgtaaa aaaaaa 1437 

<210> 4 
<211> 335 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 4 

Met Ala Val Tyr Asp Gin Ser Gly Asp Arg Asn Arg Thr Gin He Asp 

15 10 15 

Thr Ser Arg Lys Arg Lys Ser Arg Ser Arg Gly Asp Gly Thr Thr Val 

20 25 30 

Ala Glu Arg Leu Lys Arg Trp Lys Glu Tyr Asn Glu Thr Val Glu Glu 
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35 40 45 

Val Ser Thr Lys Lys Arg Lys Val Pro Ala Lys Gly Ser Lys Lys Gly 

50 55 60 

Cys Met Lys Gly Lys Gly Gly Pro Glu Asn Ser Arg Cys Ser Phe Arg 
65 70 75 80 

Gly Val Arg Gin Arg He Trp Gly Lys Trp Val Ala Glu He Arg Glu 

85 90 95 

Pro Asn Arg Gly Ser Arg Leu Trp Leu Gly Thr Phe Pro Thr Ala Gin 

100 105 110 

Glu Ala Ala Ser Ala Tyr Asp Glu Ala Ala Lys Ala Met Tyr Gly Pro 

115 120 125 

Leu Ala Arg Leu Asn Phe Pro Arg Ser Asp Ala Ser Glu Val Thr Ser 

130 135 140 

Thr Ser Ser Gin Ser Glu Val Cys Thr Val Glu Thr Pro Gly Cys Val 
145 150 155 160 

His Val Lys Thr Glu Asp Pro Asp Cys Glu Ser Lys Pro Phe Ser Gly 

165 170 175 

Gly Val Glu Pro Met Tyr Cys Leu Glu Asn Gly Ala Glu Glu Met Lys 

180 185 190 

Arg Gly Val Lys Ala Asp Lys His Trp Leu Ser Glu Phe Glu His Asn 

195 200 205 

Tyr Trp Ser Asp He Leu Lys Glu Lys Glu Lys Gin Lys Glu Gin Gly 

210 215 220 

He Val Glu Thr Cys Gin Gin Gin Gin Gin Asp Ser Leu Ser Val Ala 
225 230 235 240 

Asp Tyr Gly Trp Pro Asn Asp Val Asp Gin Ser His Leu Asp Ser Ser 

245 250 255 

Asp Met Phe Asp Val Asp Glu Leu Leu Arg Asp Leu Asn Gly Asp Asp 
260 265 270 
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Val Phe Ala Gly Leu Asn Gin Asp 
275 280 
Asn Gly Ser Tyr Arg Pro Glu Ser 

290 295 
Gin Ser Leu Asn Tyr Gly He Pro 
305 310 
Gly Asn Gly Phe Phe Asp Asp Leu 
325 



Arg Tyr Pro Gly Asn Ser Val Ala 

285 

Gin Gin Ser Gly Phe Asp Pro Leu 
300 

Pro Phe Gin Leu Glu Gly Lys Asp 
315 320 
Ser Tyr Leu Asp Leu Glu Asn 
330 335 



<210> 5 
<211> 937 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (164) . . (802) 

agatataaat agctttacca 60 
aactctagta actacgtact 120 
tea atg aac tea ttt 175 
Met Asn Ser Phe 
1 

gag cct caa ggc gga 223 
Glu Pro Gin Gly Gly 
20 

aag aaa ccg gcg ggc 271 



<400> 5 

cttgaaaaag aatctacctg aaaagaaaaa aaagagagag 
agacagatat actatctttt attaatccaa aaagactgag 
acttaaacct tatccagttt cttgaaacag agtactctga 

tea get ttt tct gaa atg ttt ggc tec gat tac 
Ser Ala Phe Ser Glu Met Phe Gly Ser Asp Tyr 
5 10 15 

gat tat tgt ccg acg ttg gec acg agt tgt ccg 
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Asp Tyr Cys Pro Thr Leu Ala Thr Ser Cys Pro Lys Lys Pro Ala Gly 

25 30 35 

cgt aag aag ttt cgt gag act cgt cac cca att tac aga gga gtt cgt 319 
Arg Lys Lys Phe Arg Glu Thr Arg His Pro He Tyr Arg Gly Val Arg 

40 45 50 

caa aga aac tec ggt aag tgg gtt tct gaa gtg aga gag cca aac aag 367 
Gin Arg Asn Ser Gly Lys Trp Val Ser Glu Val Arg Glu Pro Asn Lys 

55 60 65 

aaa acc agg att tgg etc ggg act ttc caa acc get gag atg gca get 415 
Lys Thr Arg He Trp Leu Gly Thr Phe Gin Thr Ala Glu Met Ala Ala 

70 75 80 

cgt get cac gac gtc get gca tta gee etc cgt ggc cga tea gca tgt 463 
Arg Ala His Asp Val Ala Ala Leu Ala Leu Arg Gly Arg Ser Ala Cys 
85 90 95 100 

etc aac ttc get gac teg get tgg egg eta cga ate ccg gag tea aca 511 
Leu Asn Phe Ala Asp Ser Ala Trp Arg Leu Arg He Pro Glu Ser Thr 

105 110 115 

tgc gee aag gat ate caa aaa gcg get get gaa gcg gcg ttg get ttt 559 
Cys Ala Lys Asp He Gin Lys Ala Ala Ala Glu Ala Ala Leu Ala Phe 

120 125 130 

caa gat gag acg tgt gat acg acg acc acg aat cat ggc ctg gac atg 607 
Gin Asp Glu Thr Cys Asp Thr Thr Thr Thr Asn His Gly Leu Asp Met 

135 140 145 

gag gag acg atg gtg gaa get att tat aca ccg gaa cag age gaa ggt 655 
Glu Glu Thr Met Val Glu Ala He Tyr Thr Pro Glu Gin Ser Glu Gly 

150 155 160 

gcg ttt tat atg gat gag gag aca atg ttt ggg atg ccg act ttg ttg 703 
Ala Phe Tyr Met Asp Glu Glu Thr Met Phe Gly Met Pro Thr Leu Leu 
165 170 175 180 
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gat aat atg get gaa ggc atg ctt tta ccg ccg ccg tct gtt caa tgg 
Asp Asn Met Ala Glu Gly Met Leu Leu Pro Pro Pro Ser Val Gin Trp 

185 190 195 

aat cat aat tat gac ggc gaa gga gat ggt gac gtg teg ctt tgg agt 
Asn His Asn Tyr Asp Gly Glu Gly Asp Gly Asp Val Ser Leu Trp Ser 

200 205 210 

tac taatattcga tagtegttte catttttgta ctatagtttg aaaatattct 
Tyr 

agttcctttt tttagaatgg ttccttcatt ttattttatt ttattgttgt agaaacgagt 
ggaaaataat tcaatacaaa aaaaa 

<210> 6 
<211> 213 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 6 

Met Asn Ser Phe Ser Ala Phe Ser Glu Met Phe Gly Ser Asp Tyr Glu 

15 10 15 

Pro Gin Gly Gly Asp Tyr Cys Pro Thr Leu Ala Thr Ser Cys Pro Lys 

20 25 30 

Lys Pro Ala Gly Arg Lys Lys Phe Arg Glu Thr Arg His Pro lie Tyr 

35 40 45 

Arg Gly Val Arg Gin Arg Asn Ser Gly Lys Trp Val Ser Glu Val Arg 

50 55 60 

Glu Pro Asn Lys Lys Thr Arg He Trp Leu Gly Thr Phe Gin Thr Ala 
65 70 75 80 

Glu Met Ala Ala Arg Ala His Asp Val Ala Ala Leu Ala Leu Arg Gly 
85 90 95 

tbliE#2 004-3021234 
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912 
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mm 2003-071082 



^-v: 47/ 



Arg Ser Ala Cys Leu Asn Phe Ala Asp Ser Ala Trp Arg Leu Arg He 

100 105 110 

Pro Glu Ser Thr Cys Ala Lys Asp He Gin Lys Ala Ala Ala Glu Ala 

115 120 125 

Ala Leu Ala Phe Gin Asp Glu Thr Cys Asp Thr Thr Thr Thr Asn His 

130 135 140 

Gly Leu Asp Met Glu Glu Thr Met Val Glu Ala He Tyr Thr Pro Glu 
145 150 155 160 

Gin Ser Glu Gly Ala Phe Tyr Met Asp Glu Glu Thr Met Phe Gly Met 

165 170 175 

Pro Thr Leu Leu Asp Asn Met Ala Glu Gly Met Leu Leu Pro Pro Pro 

180 185 190 

Ser Val Gin Trp Asn His Asn Tyr Asp Gly Glu Gly Asp Gly Asp Val 

195 200 205 

Ser Leu Trp Ser Tyr 
210 

<210> 7 
<211> 944 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (135).. (782) 

<400> 7 

cctgaattag aaaagaaaga tagatagaga aataaatatt ttatcatacc atacaaaaaa 60 
agacagagat cttctactta ctctactctc ataaacctta tccagtttct tgaaacagag 120 

tBIHf 2004-3021234 
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tactcttctg atca atg aac tea ttt tct gee ttt tct gaa atg ttt ggc 170 

Met Asn Ser Phe Ser Ala Phe Ser Glu Met Phe Gly 

1 5 10 

tec gat tac gag tct ccg gtt tec tea ggc ggt gat tac agt ccg aag 218 

Ser Asp Tyr Glu Ser Pro Val Ser Ser Gly Gly Asp Tyr Ser Pro Lys 

15 20 25 

ctt gee acg age tgc ccc aag aaa cca gcg gga agg aag aag ttt cgt 266 

Leu Ala Thr Ser Cys Pro Lys Lys Pro Ala Gly Arg Lys Lys Phe Arg 

30 35 40 

gag act cgt cac cca att tac aga gga gtt cgt caa aga aac tec ggt 314 

Glu Thr Arg His Pro He Tyr Arg Gly Val Arg Gin Arg Asn Ser Gly 

45 50 55 60 

aag tgg gtg tgt gag ttg aga gag cca aac aag aaa acg agg att tgg 362 

Lys Trp Val Cys Glu Leu Arg Glu Pro Asn Lys Lys Thr Arg He Trp 

65 70 75 

etc ggg act ttc caa ace get gag atg gca get cgt get cac gac gtc 410 

Leu Gly Thr Phe Gin Thr Ala Glu Met Ala Ala Arg Ala His Asp Val 

80 85 90 

gee gee ata get etc cgt ggc aga tct gee tgt etc aat ttc get gac 458 

Ala Ala He Ala Leu Arg Gly Arg Ser Ala Cys Leu Asn Phe Ala Asp 

95 100 105 

teg get tgg egg eta cga ate ccg gaa tea acc tgt gee aag gaa ate 506 

Ser Ala Trp Arg Leu Arg He Pro Glu Ser Thr Cys Ala Lys Glu He 

110 115 120 

caa aag gcg gcg get gaa gee gcg ttg aat ttt caa gat gag atg tgt 554 

Gin Lys Ala Ala Ala Glu Ala Ala Leu Asn Phe Gin Asp Glu Met Cys 

125 130 135 140 

cat atg acg acg gat get cat ggt ctt gac atg gag gag acc ttg gtg 602 

His Met Thr Thr Asp Ala His Gly Leu Asp Met Glu Glu Thr Leu Val 
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145 150 155 

gag get att tat acg ccg gaa cag age caa gat gcg ttt tat atg gat 650 
Glu Ala He Tyr Thr Pro Glu Gin Ser Gin Asp Ala Phe Tyr Met Asp 

160 165 170 

gaa gag gcg atg ttg ggg atg tct agt ttg ttg gat aac atg gee gaa 698 
Glu Glu Ala Met Leu Gly Met Ser Ser Leu Leu Asp Asn Met Ala Glu 

175 180 185 

ggg atg ctt tta ccg teg ccg teg gtt caa tgg aac tat aat ttt gat 746 
Gly Met Leu Leu Pro Ser Pro Ser Val Gin Trp Asn Tyr Asn Phe Asp 

190 195 200 

gtc gag gga gat gat gac gtg tec tta tgg age tat taaaattcga 792 
Val Glu Gly Asp Asp Asp Val Ser Leu Trp Ser Tyr 
205 210 215 

tttttatttc catttttggt attatagctt tttatacatt tgatcctttt ttagaatgga 852 
tct tct tct t tttttggttg tgagaaacga atgtaaatgg taaaagttgt tgtcaaatgc 912 
aaatgttttt gagtgcagaa tatataatct tt 944 

<210> 8 
<211> 216 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 8 

Met Asn Ser Phe Ser Ala Phe Ser Glu Met Phe 

1 5 10 

Ser Pro Val Ser Ser Gly Gly Asp Tyr Ser Pro 

20 25 
Cys Pro Lys Lys Pro Ala Gly Arg Lys Lys Phe 
35 40 

ffilE# 2004-3 021234 



Gly Ser Asp Tyr Glu 
15 

Lys Leu Ala Thr Ser 
30 

Arg Glu Thr Arg His 
45 
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Pro He Tyr Arg Gly Val Arg Gin Arg Asn Ser Gly Lys Trp Val Cys 

50 55 60 

Glu Leu Arg Glu Pro Asn Lys Lys Thr Arg He Trp Leu Gly Thr Phe 
65 70 75 80 

Gin Thr Ala Glu Met Ala Ala Arg Ala His Asp Val Ala Ala He Ala 

85 90 95 

Leu Arg Gly Arg Ser Ala Cys Leu Asn Phe Ala Asp Ser Ala Trp Arg 

100 105 110 

Leu Arg He Pro Glu Ser Thr Cys Ala Lys Glu He Gin Lys Ala Ala 

115 120 125 

Ala Glu Ala Ala Leu Asn Phe Gin Asp Glu Met Cys His Met Thr Thr 

130 135 140 

Asp Ala His Gly Leu Asp Met Glu Glu Thr Leu Val Glu Ala He Tyr 
145 150 155 160 

Thr Pro Glu Gin Ser Gin Asp Ala Phe Tyr Met Asp Glu Glu Ala Met 

165 170 175 

Leu Gly Met Ser Ser Leu Leu Asp Asn Met Ala Glu Gly Met Leu Leu 

180 185 190 

Pro Ser Pro Ser Val Gin Trp Asn Tyr Asn Phe Asp Val Glu Gly Asp 

195 200 205 

Asp Asp Val Ser Leu Trp Ser Tyr 
210 215 

<210> 9 
<211> 1513 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 
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<221> CDS 

<222> (183).. (1172) 
<220> 

<221> misc_feature 

<222> (1443), (1444), (1447), (1450), (1459), (1472), (1495), (1508), (1 
510) 

<223> n is A, C, G or T 
<400> 9 

gagacgctag aaagaacgcg aaagcttgcg aagaagattt gcttttgatc gacttaacac 60 
gaacaacaaa caacatctgc gtgataaaga agagattttt gcctaaataa agaagagatt 120 
cgactctaat cctggagtta tcattcacga tagattctta gattgcgact ataaagaaga 180 
ag atg get gta tat gaa caa acc gga acc gag cag ccg aag aaa agg 227 
Met Ala Val Tyr Glu Gin Thr Gly Thr Glu Gin Pro Lys Lys Arg 
15 10 15 

aaa tct agg get cga gca ggt ggt tta acg gtg get gat agg eta aag 275 
Lys Ser Arg Ala Arg Ala Gly Gly Leu Thr Val Ala Asp Arg Leu Lys 

20 25 30 

aag tgg aaa gag tac aac gag att gtt gaa get teg get gtt aaa gaa 323 
Lys Trp Lys Glu Tyr Asn Glu lie Val Glu Ala Ser Ala Val Lys Glu 

35 40 45 

gga gag aaa ccg aaa cgc aaa gtt cct gcg aaa ggg teg aag aaa ggt 371 
Gly Glu Lys Pro Lys Arg Lys Val Pro Ala Lys Gly Ser Lys Lys Gly 

50 55 60 

tgt atg aag ggt aaa gga gga cca gat aat tct cac tgt agt ttt aga 419 
Cys Met Lys Gly Lys Gly Gly Pro Asp Asn Ser His Cys Ser Phe Arg 

65 70 75 

gga gtt aga caa agg att tgg ggt aaa tgg gtt gca gag att cga gaa 467 

fcbSE# 2004-3021234 
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Gly Val Arg Gin Arg He Trp Gly Lys Trp Val Ala Glu He Arg Glu 
80 85 90 95 

ccg aaa ata gga act aga ctt tgg ctt ggt act ttt cct acc gcg gaa 515 
Pro Lys He Gly Thr Arg Leu Trp Leu Gly Thr Phe Pro Thr Ala Glu 

100 105 110 

aaa get get tec get tat gat gaa gcg get acc get atg tac ggt tea 563 
Lys Ala Ala Ser Ala Tyr Asp Glu Ala Ala Thr Ala Met Tyr Gly Ser 

115 120 125 

ttg get cgt ctt aac ttc cct cag tct gtt ggg tct gag ttt act agt 611 
Leu Ala Arg Leu Asn Phe Pro Gin Ser Val Gly Ser Glu Phe Thr Ser 

130 135 140 

acg tct agt caa tct gag gtg tgt acg gtt gaa aat aag gcg gtt gtt 659 
Thr Ser Ser Gin Ser Glu Val Cys Thr Val Glu Asn Lys Ala Val Val 

145 150 155 

tgt ggt gat gtt tgt gtg aag cat gaa gat act gat tgt gaa tct aat 707 
Cys Gly Asp Val Cys Val Lys His Glu Asp Thr Asp Cys Glu Ser Asn 
160 165 170 175 

cca ttt agt cag att tta gat gtt aga gaa gag tct tgt gga acc agg 755 
Pro Phe Ser Gin He Leu Asp Val Arg Glu Glu Ser Cys Gly Thr Arg 

180 185 190 

ccg gac agt tgc acg gtt gga cat caa gat atg aat tct teg ctg aat 803 
Pro Asp Ser Cys Thr Val Gly His Gin Asp Met Asn Ser Ser Leu Asn 

195 200 205 

tac gat ttg ctg tta gag ttt gag cag cag tat tgg ggc caa gtt ttg 851 
Tyr Asp Leu Leu Leu Glu Phe Glu Gin Gin Tyr Trp Gly Gin Val Leu 

210 215 220 

cag gag aaa gag aaa ccg aag cag gaa gaa gag gag ata cag caa cag 899 
Gin Glu Lys Glu Lys Pro Lys Gin Glu Glu Glu Glu He Gin Gin Gin 
225 230 235 
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caa cag gaa cag caa cag caa cag ctg caa ccg gat ttg ctt act gtt 947 

Gin Gin Glu Gin Gin Gin Gin Gin Leu Gin Pro Asp Leu Leu Thr Val 

240 245 250 255 

gca gat tac ggt tgg cct tgg tct aat gat att gta aat gat cag act 995 

Ala Asp Tyr Gly Trp Pro Trp Ser Asn Asp He Val Asn Asp Gin Thr 

260 265 270 

tct tgg gat cct aat gag tgc ttt gat att aat gaa etc ctt gga gat 1043 
Ser Trp Asp Pro Asn Glu Cys Phe Asp He Asn Glu Leu Leu Gly Asp 

275 280 285 

ttg aat gaa cct ggt ccc cat cag age caa gac caa aac cac gta aat 1091 
Leu Asn Glu Pro Gly Pro His Gin Ser Gin Asp Gin Asn His Val Asn 

290 295 300 

tct ggt agt tat gat ttg cat ccg ctt cat etc gag cca cac gat ggt 1139 
Ser Gly Ser Tyr Asp Leu His Pro Leu His Leu Glu Pro His Asp Gly 

305 310 315 

cac gag ttc aat ggt ttg agt tct ctg gat att tgagagttct gaggcaatgg 1192 
His Glu Phe Asn Gly Leu Ser Ser Leu Asp He 
320 325 330 

tcctacaaga ctacaacata atctttggat tgatcatagg agaaacaaga aataggtgtt 1252 
aatgatctga ttcacaatga aaaaatattt aataactcta tagtttttgt tctttccttg 1312 
gatcatgaac tgttgcttct catctattga gttaatatag cgaatagcag agtttctctc 1372 
tttcttctct ttgtagaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaayh sakmabgcar 1432 
sresdvsnaa nntrnatnar sarchentrr agrctrascn csreaswash tskbabarak 1492 
aantamaysa kmasrngnga c 1513 

<210> 10 
<211> 330 
<212> PRT 

<213> Arabidopsis thai i ana 
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<400> 10 

Met Ala Val Tyr Glu Gin Thr Gly Thr Glu Gin Pro Lys Lys Arg Lys 

15 10 15 

Ser Arg Ala Arg Ala Gly Gly Leu Thr Val Ala Asp Arg Leu Lys Lys 

20 25 30 

Trp Lys Glu Tyr Asn Glu He Val Glu Ala Ser Ala Val Lys Glu Gly 

35 40 45 

Glu Lys Pro Lys Arg Lys Val Pro Ala Lys Gly Ser Lys Lys Gly Cys 

50 55 60 

Met Lys Gly Lys Gly Gly Pro Asp Asn Ser His Cys Ser Phe Arg Gly 
65 70 75 80 

Val Arg Gin Arg He Trp Gly Lys Trp Val Ala Glu He Arg Glu Pro 

85 90 95 

Lys lie Gly Thr Arg Leu Trp Leu Gly Thr Phe Pro Thr Ala Glu Lys 

100 105 110 

Ala Ala Ser Ala Tyr Asp Glu Ala Ala Thr Ala Met Tyr Gly Ser Leu 

115 120 125 

Ala Arg Leu Asn Phe Pro Gin Ser Val Gly Ser Glu Phe Thr Ser Thr 

130 135 140 

Ser Ser Gin Ser Glu Val Cys Thr Val Glu Asn Lys Ala Val Val Cys 
145 150 155 160 

Gly Asp Val Cys Val Lys His Glu Asp Thr Asp Cys Glu Ser Asn Pro 

165 170 175 

Phe Ser Gin He Leu Asp Val Arg Glu Glu Ser Cys Gly Thr Arg Pro 

180 185 190 

Asp Ser Cys Thr Val Gly His Gin Asp Met Asn Ser Ser Leu Asn Tyr 

195 200 205 

Asp Leu Leu Leu Glu Phe Glu Gin Gin Tyr Trp Gly Gin Val Leu Gin 
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210 215 220 

Glu Lys Glu Lys Pro Lys Gin Glu Glu Glu Glu He Gin Gin Gin Gin 
225 230 235 240 

Gin Glu Gin Gin Gin Gin Gin Leu Gin Pro Asp Leu Leu Thr Val Ala 

245 250 255 

Asp Tyr Gly Trp Pro Trp Ser Asn Asp He Val Asn Asp Gin Thr Ser 

260 265 270 

Trp Asp Pro Asn Glu Cys Phe Asp He Asn Glu Leu Leu Gly Asp Leu 

275 280 285 

Asn Glu Pro Gly Pro His Gin Ser Gin Asp Gin Asn His Val Asn Ser 

290 295 300 

Gly Ser Tyr Asp Leu His Pro Leu His Leu Glu Pro His Asp Gly His 
305 310 315 320 

Glu Phe Asn Gly Leu Ser Ser Leu Asp He 
325 330 



<210> 11 
<211> 675 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 11 

atgaatccat tttactctac attcccagac 
ccggtttcag acagtagtga gtgtt caeca 
gctgggagga agaagtttcg tgagacacgt 
aattctggta aatgggtttg tgaagttaga 
ggtacttttc cgacggttga aatggctgct 
cgtggtcgct ctgcttgtct caatttcget 
actacttgtc ctaaggagat tcagaaagct 



tegtttctet caatctccga tcatagatct 60 
aagttagctt caagttgtcc aaagaaacga 120 
catccgattt acagaggagt tegtcagagg 180 
gagectaata agaaatctag gatttggtta 240 
cgtgctcatg atgttgctgc tttagctctt 300 
gattctgett ggeggctteg tattcctgag 360 
gcgtctgaag ctgcaatggc gtttcagaat 420 
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gagactacga cggagggatc taaaactgcg 
gtgagggagg gggagaggag ggcggaggag 
gaggcgcttt tggggatgcc caactttttt 
ccgccggaag ttggctggaa tcataacgac 
agttttgacg agtaa 



gcggaggcag aggaggcggc aggggagggg 480 
cagaatggtg gtgtgtttta tatggatgat 540 
gagaatatgg cggaggggat gcttttgccg 600 
tttgacggag tgggtgacgt gtcactctgg 660 

675 



<210> 12 
<211> 224 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 12 

Met Asn Pro Phe Tyr Ser Thr Phe Pro Asp Ser Phe Leu Ser He Ser 
15 10 15 

Asp His Arg Ser Pro Val Ser Asp Ser Ser Glu Cys Ser Pro Lys Leu 
20 25 30 

Ala Ser Ser Cys Pro Lys Lys Arg Ala Gly Arg Lys Lys Phe Arg Glu 
35 40 45 

Thr Arg His Pro lie Tyr Arg Gly Val Arg Gin Arg Asn Ser Gly Lys 
50 55 60 

Trp Val Cys Glu Val Arg Glu Pro Asn Lys Lys Ser Arg He Trp Leu 
65 70 75 80 

Gly Thr Phe Pro Thr Val Glu Met Ala Ala Arg Ala His Asp Val Ala 

fcBIE#2 004-3021234 
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85 90 95 



Ala Leu Ala Leu Arg Gly Arg Ser Ala Cys Leu Asn Phe Ala Asp Ser 
100 105 110 

Ala Trp Arg Leu Arg He Pro Glu Thr Thr Cys Pro Lys Glu He Gin 
115 120 125 

Lys Ala Ala Ser Glu Ala Ala Met Ala Phe Gin Asn Glu Thr Thr Thr 
130 135 140 

Glu Gly Ser Lys Thr Ala Ala Glu Ala Glu Glu Ala Ala Gly Glu Gly 
145 150 155 160 

Val Arg Glu Gly Glu Arg Arg Ala Glu Glu Gin Asn Gly Gly Val Phe 
165 170 175 

Tyr Met Asp Asp Glu Ala Leu Leu Gly Met Pro Asn Phe Phe Glu Asn 
180 185 190 

Met Ala Glu Gly Met Leu Leu Pro Pro Pro Glu Val Gly Trp Asn His 
195 200 205 

Asn Asp Phe Asp Gly Val Gly Asp Val Ser Leu Trp Ser Phe Asp Glu 
210 215 220 



<210> 13 
<211> 546 
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<212> DNA 

<213> Arabidopsis thaliana 
<400> 13 

atggaaaacg acgatatcac cgtggcggag 
attttcaagg agacacgtca cccaatctac 
tgggtatgcg aagtccgtga accgattcat 
acggcagata tggccgcacg tgctcacgac 
gcgtgtttga atttctccga ttctgcttgg 
gacacgatca ggcgcacggc ggccgaagca 
acaggaatta cggttttacc ctcagccagt 
ggaatgatga tgaggctcgc ggaggagccg 
atgaatacga gtgtgtacgt ggacgaagaa 
tactaa 



atgaagccaa agaagcgtgc tggacggagg 60 
agaggcgtgc ggcgtaggga cggcgacaaa 120 
cagcgtcgag tctggctcgg aacttatccg 180 
gtggcggttc ttgctctgcg cgggagatcc 240 
aggttgccgg tgccggcatc cactgatccg 300 
gcggagatgt tcaggccgcc ggagtttagt 360 
gagtttgaca cgtcggatga aggagtcgct 420 
ttgatgtcgc cgccaagatc gtacattgat 480 
atgtgttacg aagatttgtc actttggagt 540 

546 



<210> 14 
<211> 181 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 14 

Met Glu Asn Asp Asp He Thr Val Ala Glu Met Lys Pro Lys Lys Arg 
15 10 15 

Ala Gly Arg Arg He Phe Lys Glu Thr Arg His Pro He Tyr Arg Gly 
20 25 30 

Val Arg Arg Arg Asp Gly Asp Lys Trp Val Cys Glu Val Arg Glu Pro 

thfHf 2 004-3021234 
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He His Gin Arg Arg Val Trp Leu Gly Thr Tyr Pro Thr Ala Asp Met 
50 55 60 

Ala Ala Arg Ala His Asp Val Ala Val Leu Ala Leu Arg Gly Arg Ser 
65 70 75 80 

Ala Cys Leu Asn Phe Ser Asp Ser Ala Trp Arg Leu Pro Val Pro Ala 
85 90 95 

Ser Thr Asp Pro Asp Thr He Arg Arg Thr Ala Ala Glu Ala Ala Glu 
100 105 110 

Met Phe Arg Pro Pro Glu Phe Ser Thr Gly He Thr Val Leu Pro Ser 
115 120 125 

Ala Ser Glu Phe Asp Thr Ser Asp Glu Gly Val Ala Gly Met Met Met 
130 135 140 

Arg Leu Ala Glu Glu Pro Leu Met Ser Pro Pro Arg Ser Tyr He Asp 
145 150 155 160 

Met Asn Thr Ser Val Tyr Val Asp Glu Glu Met Cys Tyr Glu Asp Leu 
165 170 175 

Ser Leu Trp Ser Tyr 
180 
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<210> 15 
<211> 630 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 15 

atgaataatg atgatattat tctggcggag atgaggccta agaagcgtgc gggaaggaga 60 
gtgtttaagg agacacgtca cccagtttac agaggcataa ggcggaggaa cggtgacaaa 120 
tgggtctgcg aagtcagaga accgacgcac caacgccgca tttggctcgg gacttatccc 180 
acagcagata tggcagcgcg tgcacacgac gtggcggttt tagctctgcg tgggagatcc 240 
gcatgtttga atttcgccga ctccgcttgg cggcttccgg tgccggaatc caatgatccg 300 
gatgtgataa gaagagttgc ggcggaagct gcggagatgt ttaggccggt ggatttagaa 360 
agtggaatta cggttttgcc ttgtgcggga gatgatgtgg atttgggttt tggttcgggt 420 
tccggctctg gttcgggatc ggaggagagg aattcttctt cgtatggatt tggagactac 480 
gaagaagtct caacgacgat gatgagactc gcggaggggc cactaatgtc gccgccgcga 540 
tcgtatatgg aagacatgac tcctactaat gtttacacgg aagaagagat gtgttatgaa 600 
gatatgtcat tgtggagtta cagatattaa 630 

<210> 16 
<211> 209 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 16 

Met Asn Asn Asp Asp He He Leu Ala Glu Met Arg Pro Lys Lys Arg 
15 10 15 
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Ala Gly Arg Arg Val Phe Lys Glu Thr Arg His Pro Val Tyr Arg Gly 
20 25 30 

He Arg Arg Arg Asn Gly Asp Lys Trp Val Cys Glu Val Arg Glu Pro 
35 40 45 

Thr His Gin Arg Arg He Trp Leu Gly Thr Tyr Pro Thr Ala Asp Met 
50 55 60 

Ala Ala Arg Ala His Asp Val Ala Val Leu Ala Leu Arg Gly Arg Ser 
65 70 75 80 

Ala Cys Leu Asn Phe Ala Asp Ser Ala Trp Arg Leu Pro Val Pro Glu 
85 90 95 

Ser Asn Asp Pro Asp Val He Arg Arg Val Ala Ala Glu Ala Ala Glu 
100 105 110 

Met Phe Arg Pro Val Asp Leu Glu Ser Gly He Thr Val Leu Pro Cys 
115 120 125 

Ala Gly Asp Asp Val Asp Leu Gly Phe Gly Ser Gly Ser Gly Ser Gly 
130 135 140 

Ser Gly Ser Glu Glu Arg Asn Ser Ser Ser Tyr Gly Phe Gly Asp Tyr 
145 150 155 160 



Glu Glu Val Ser Thr Thr Met Met Arg Leu Ala Glu Gly Pro Leu Met 
165 170 175 
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Ser Pro Pro Arg Ser Tyr Met Glu Asp Met Thr Pro Thr Asn Val Tyr 
180 185 190 

Thr Glu Glu Glu Met Cys Tyr Glu Asp Met Ser Leu Trp Ser Tyr Arg 
195 200 205 

Tyr 



<210> 17 
<211> 1026 
<212> DNA 

<213> Arabidopsis thai i ana 
<400> 17 

atgccgtcgg agattgttga caggaaaagg 
attctaaggc aatggagaga gtacaatgag 
ggtggtccaa aatcaatccg aaagcctcct 
ggtaaaggtg gacctgaaaa cgggatttgt 
ggtaaatggg ttgctgagat ccgtgagcca 
ttctccagtt catatgaagc tgcattggct 
cagtctgcca gactcaatct tcccgagatc 
gccactgtgt caggctcggt tactgcattt 
gatacaaatg caagttcagg ttttggtcag 
gttctcttag atagttctca gtgtattaaa 
gaagaacata acttggctgt tggttttgga 
gatgcttggt tgatgggaaa tggcaatgaa 



aagtctcgtg 


gaacacgaga 


tgtagctgag 


60 


cagattgagg 


cagaatcttg 


tatcgatggt 


120 


ccaaaaggt t 


cgaggaaggg 


ttgtatgaaa 


180 


gactatagag 


gagttagaca 


gaggagatgg 


240 


gacggaggtg 


ctaggttgtg 


gctcggtact 


300 


tatgacgagg 


cggccaaagc 


tatatatggt 


360 


acaaatcgct 


cttcttcgac 


tgctgccact 


420 


tctgatgaat 


ctgaagtttg 


tgcacgtgag 


480 


gtgaaactag 


aggattgtag 


cgatgaatat 


540 


gaggagctga 


aaggaaaaga 


ggaagtgagg 


600 


attggacagg 


actcgaaaag 


ggagactttg 


660 


caagaaccat 


tggagtttgg 


tgtggatgaa 


720 
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acgtttgata ttaatgagct attgggtata 
acaatgcagt atcaagtgga tagacaccca 
tctaacttgc tcgggagcct caaccctatg 
tgtccttatg tgcagcccag tgatatggag 
ttcaatgatc ttgacataca ggacttggat 
acataa 



ttaaacgaca acaatgtgtc tggtcaagag 780 
aatttcagtt accaaacgca gtttccaaat 840 
gagattgctc aaccaggagt tgattatgga 900 
aactatggta ttgatttaga ccatcgcagg 960 
tttggaggag acaaagatgt tcatggatct 1020 

1026 



<210> 18 
<211> 341 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 18 

Met Pro Ser Glu lie Val Asp Arg Lys Arg Lys Ser Arg Gly Thr Arg 
15 10 15 

Asp Val Ala Glu He Leu Arg Gin Trp Arg Glu Tyr Asn Glu Gin He 
20 25 30 

Glu Ala Glu Ser Cys He Asp Gly Gly Gly Pro Lys Ser He Arg Lys 
35 40 45 

Pro Pro Pro Lys Gly Ser Arg Lys Gly Cys Met Lys Gly Lys Gly Gly 
50 55 60 

Pro Glu Asn Gly He Cys Asp Tyr Arg Gly Val Arg Gin Arg Arg Trp 
65 70 75 80 
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Gly Lys Trp Val Ala Glu He Arg Glu Pro Asp Gly Gly Ala Arg Leu 
85 90 95 

Trp Leu Gly Thr Phe Ser Ser Ser Tyr Glu Ala Ala Leu Ala Tyr Asp 
100 105 110 

Glu Ala Ala Lys Ala He Tyr Gly Gin Ser Ala Arg Leu Asn Leu Pro 
115 120 125 

Glu He Thr Asn Arg Ser Ser Ser Thr Ala Ala Thr Ala Thr Val Ser 
130 135 140 

Gly Ser Val Thr Ala Phe Ser Asp Glu Ser Glu Val Cys Ala Arg Glu 
145 150 155 160 

Asp Thr Asn Ala Ser Ser Gly Phe Gly Gin Val Lys Leu Glu Asp Cys 
165 170 175 

Ser Asp Glu Tyr Val Leu Leu Asp Ser Ser Gin Cys He Lys Glu Glu 
180 185 190 

Leu Lys Gly Lys Glu Glu Val Arg Glu Glu His Asn Leu Ala Val Gly 
195 200 205 

Phe Gly He Gly Gin Asp Ser Lys Arg Glu Thr Leu Asp Ala Trp Leu 
210 215 220 



Met Gly Asn Gly Asn Glu Gin Glu Pro Leu Glu Phe Gly Val Asp Glu 
225 230 235 240 
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Thr Phe Asp He Asn Glu Leu Leu Gly He Leu Asn Asp Asn Asn Val 
245 250 255 

Ser Gly Gin Glu Thr Met Gin Tyr Gin Val Asp Arg His Pro Asn Phe 
260 265 270 

Ser Tyr Gin Thr Gin Phe Pro Asn Ser Asn Leu Leu Gly Ser Leu Asn 
275 280 285 

Pro Met Glu He Ala Gin Pro Gly Val Asp Tyr Gly Cys Pro Tyr Val 
290 295 300 

Gin Pro Ser Asp Met Glu Asn Tyr Gly He Asp Leu Asp His Arg Arg 
305 310 315 320 

Phe Asn Asp Leu Asp He Gin Asp Leu Asp Phe Gly Gly Asp Lys Asp 
325 330 335 

Val His Gly Ser Thr 
340 



<210> 19 
<211> 621 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 19 
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atgtcatcca 


tagagccaaa 


agtaatgatg 


caagctagtt 


cgaggaaagg 


ttgtatgaga 


acttacaaag 


gtgttagaca 


acgcacttgg 


aaccgaggag 


ctcgtctttg 


gctcggtacc 


tatgactccg 


cagctcgtaa 


gctctatggg 


ttaagaagtt 


accctaaaac 


ggcgtcgtct 


accggtggaa 


aaagcagcag 


cgactctgag 


tgtggaagag 


tgacagagga 


gatatcatgg 


gatgattctt 


caatatggga 


agaagctaca 


ggagataatg 


atatttctcg 


gtttgatact 


tcctttcatt 


ccccactttg 


a 



gttggtgcta ataagaaaca acgaaccgtc 60 
ggaaaaggtg gacccgataa cgcgtcttgc 120 
ggcaaatggg tcgctgagat ccgcgagcct 180 
ttcgacacct cccgtgaagc tgccttggct 240 
cctgaggctc atctcaacct ccctgagtcc 300 
ccggcgtccc agactacacc aagcagcaac 360 
tcgccgtgtt catccaacga gatgtcatca 420 
gagcatataa acgtggattt gccggtaatg 480 
atgtcgttag gatttccatg ggttcatgaa 540 
tgtatttccg gtggctattc taattgggat 600 

621 



<210> 20 
<211> 206 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 20 

Met Ser Ser He Glu Pro Lys Val Met Met Val Gly Ala Asn Lys Lys 
15 10 15 

Gin Arg Thr Val Gin Ala Ser Ser Arg Lys Gly Cys Met Arg Gly Lys 
20 25 30 

Gly Gly Pro Asp Asn Ala Ser Cys Thr Tyr Lys Gly Val Arg Gin Arg 
35 40 45 

Thr Trp Gly Lys Trp Val Ala Glu He Arg Glu Pro Asn Arg Gly Ala 

mfiE# 2 004-302 1234 
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55 60 

Arg Leu Trp Leu Gly Thr Phe Asp Thr Ser Arg Glu Ala Ala Leu Ala 
65 70 75 80 

Tyr Asp Ser Ala Ala Arg Lys Leu Tyr Gly Pro Glu Ala His Leu Asn 
85 90 95 

Leu Pro Glu Ser Leu Arg Ser Tyr Pro Lys Thr Ala Ser Ser Pro Ala 
100 105 110 

Ser Gin Thr Thr Pro Ser Ser Asn Thr Gly Gly Lys Ser Ser Ser Asp 
115 120 125 

Ser Glu Ser Pro Cys Ser Ser Asn Glu Met Ser Ser Cys Gly Arg Val 
130 135 140 

Thr Glu Glu He Ser Trp Glu His He Asn Val Asp Leu Pro Val Met 
145 150 155 160 

Asp Asp Ser Ser He Trp Glu Glu Ala Thr Met Ser Leu Gly Phe Pro 
165 170 175 

Trp Val His Glu Gly Asp Asn Asp He Ser Arg Phe Asp Thr Cys He 
180 185 190 

Ser Gly Gly Tyr Ser Asn Trp Asp Ser Phe His Ser Pro Leu 
195 200 205 
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<210> 21 
<211> 975 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 21 

atggaaaagg aagataacgg atcgaaacag 
agacgaagaa gagtggttga gccagtggaa 
ttggcgagag ctcgtagggt tcaagccaaa 
ggtggaccag agaatcctgt ttgtcggttt 
tgggttgctg agatacgtga accagtgagt 
cggctttggc ttggcacgtt tgctactgca 
gctagtgtca tgtacggacc ctatgccagg 
aggaagaagg acgaggaggc ggaaagttcg 
ggtaatggcg tgattgaaac ggaaggtgga 
attgagcttg gccatgacaa gactcagaat 
cgtgacctaa atggcgacga tgtgtttgca 
gcagttaaat caggaccggt acccggggaa 
gagttgaaat cagaggaagg ttacagctat 
tgatccgcta caaagcctca actacggaat 
tataatgaac ctcaaagctc cagttatcac 
gacttgagtt acttggatct ggagaactaa 
tatttcagat tctag 



agctcctctg cttctgttgt atcctcgaga 60 
gcgacgttac agagatggga ggaagaagga 120 
ggttcgaaga aaggttgtat gagaggaaaa 180 
agaggtgttc gacaaagggt ttgggggaaa 240 
caccgtggtg caaactctag tcgtagtaaa 300 
gctgaagctg ctttggctta cgacagagct 360 
ttaaatttcc cggaagattt gggtggggga 420 
ggaggctatt ggttggaaac taacaaagcc 480 
aaagactatg tagtctacaa tgaagacgct 540 
cctgacatgt ttgatgtcga tgagcttcta 600 
ggcatgactg ataatgaaat agtgaaccca 660 
cagtgttgcc aacggttcat acaggcccga 720 
gatcgattca aattggcaac aaagtggttt 780 
acctccgttt cagctcataa cggattgttg 840 
gagggaaagg atggtaatgg attcttcgac 900 
cagggaggtg gattcgattc atattttgag 960 

975 



<210> 22 
<211> 244 
<212> PRT 
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<213> Arabidopsis thai i ana 
<400> 22 

Met Glu Lys Glu Asp Asn Gly Ser Lys Gin Ser Ser Ser Ala Ser Val 
15 10 15 

Val Ser Ser Arg Arg Arg Arg Arg Val Val Glu Pro Val Glu Ala Thr 
20 25 30 

Leu Gin Arg Trp Glu Glu Glu Gly Leu Ala Arg Ala Arg Arg Val Gin 
35 40 45 

Ala Lys Gly Ser Lys Lys Gly Cys Met Arg Gly Lys Gly Gly Pro Glu 
50 55 60 

Asn Pro Val Cys Arg Phe Arg Gly Val Arg Gin Arg Val Trp Gly Lys 
65 70 75 80 

Trp Val Ala Glu He Arg Glu Pro Val Ser His Arg Gly Ala Asn Ser 
85 90 95 

Ser Arg Ser Lys Arg Leu Trp Leu Gly Thr Phe Ala Thr Ala Ala Glu 
100 105 110 

Ala Ala Leu Ala Tyr Asp Arg Ala Ala Ser Val Met Tyr Gly Pro Tyr 
115 120 125 

Ala Arg Leu Asn Phe Pro Glu Asp Leu Gly Gly Gly Arg Lys Lys Asp 
130 135 140 
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Glu Glu Ala Glu Ser Ser Gly Gly Tyr Trp Leu Glu Thr Asn Lys Ala 
145 150 155 160 

Gly Asn Gly Val He Glu Thr Glu Gly Gly Lys Asp Tyr Val Val Tyr 
165 170 175 

Asn Glu Asp Ala lie Glu Leu Gly His Asp Lys Thr Gin Asn Pro Met 
180 185 190 

Thr Asp Asn Glu He Val Asn Pro Ala Val Lys Ser Glu Glu Gly Tyr 
195 200 205 

Ser Tyr Asp Arg Phe Lys Leu Asp Asn Gly Leu Leu Tyr Asn Glu Pro 
210 215 220 

Gin Ser Ser Ser Tyr His Gin Gly Gly Gly Phe Asp Ser Tyr Phe Glu 
225 230 235 240 

Tyr Phe Arg Phe 



<210> 23 
<211> 834 
<212> DNA 
<213> Arabidopsis 

<400> 23 



thai i ana 
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atggagaaat catcctcaat gaaacaatgg 
ccacaaaacg ctctttgtca gtaccgtgga 
get gaga tea gagageccaa gaagagggca 
gaagaagcag ctatggctta tgatgaggct 
ctcaacttac ctcatcttca geggaataca 
aaatgggtac cttcaaggaa gtttatatct 
aatgetcage ctagtgttca cataatccag 
cttttatctc aatcctattc ttctagttct 
1 1 tct tgatg agaagaccag caagggagaa 
aagaaaccag agatcgacct gaccgagttt 
aatgaagcag aaccaagtga ggtagcagag 
gaagaaactg gaagtccttt cagaactgag 
ccaagaagtg aaaccacaac tatgeaattt 
gaggatgatg tatccttccc ttccatctgg 



aagaagggtc 


ctgctcgggg 


taaaggcggt 


60 


gtcaggcaaa 


ggacttgggg 


caaatgggtg 


120 


agactttggc 


ttggctcttt 


cgctacagct 


180 


gecttgaaac 


tctatgggca 


cgacgcatac 


240 


agaccttctc 


tgagtaactc 


tcagaggttc 


300 


atgtttcctt 


catgtggtat 


getaaaegtg 


360 


caaagactag 


aagaactcaa 


gaaaactgga 


420 


tcctccaccg 


aatcaaaaac 


taatactagc 


480 


acagacaata 


tgttcgaagg 


tggtgatcag 


540 


cttcagcaac 


taggaatctt 


gaaggatgaa 


600 


tgtcattccc 


ctccaccatg 


gaacgagcaa 


660 


aatttcagct 


gggataccct 


gatcgagatg 


720 


gactccagca 


actteggaag 


ctatgatttt 


780 


gactactacg 


gaagcttaga 


ttga 


834 



<210> 24 
<211> 277 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 24 

Met Glu Lys Ser Ser Ser Met Lys Gin Trp Lys Lys Gly Pro Ala Arg 
15 10 15 

Gly Lys Gly Gly Pro Gin Asn Ala Leu Cys Gin Tyr Arg Gly Val Arg 
20 25 30 

Gin Arg Thr Trp Gly Lys Trp Val Ala Glu He Arg Glu Pro Lys Lys 
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Arg Ala Arg Leu Trp Leu Gly Ser Phe Ala Thr Ala Glu Glu Ala Ala 
50 55 60 

Met Ala Tyr Asp Glu Ala Ala Leu Lys Leu Tyr Gly His Asp Ala Tyr 
65 70 75 80 

Leu Asn Leu Pro His Leu Gin Arg Asn Thr Arg Pro Ser Leu Ser Asn 
85 90 95 

Ser Gin Arg Phe Lys Trp Val Pro Ser Arg Lys Phe He Ser Met Phe 
100 105 110 

Pro Ser Cys Gly Met Leu Asn Val Asn Ala Gin Pro Ser Val His He 
115 120 125 

He Gin Gin Arg Leu Glu Glu Leu Lys Lys Thr Gly Leu Leu Ser Gin 
130 135 140 

Ser Tyr Ser Ser Ser Ser Ser Ser Thr Glu Ser Lys Thr Asn Thr Ser 
145 150 155 160 

Phe Leu Asp Glu Lys Thr Ser Lys Gly Glu Thr Asp Asn Met Phe Glu 
165 170 175 

Gly Gly Asp Gin Lys Lys Pro Glu He Asp Leu Thr Glu Phe Leu Gin 
180 185 190 
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Gin Leu Gly He Leu Lys Asp Glu Asn Glu Ala Glu Pro Ser Glu Val 
195 200 205 

Ala Glu Cys His Ser Pro Pro Pro Trp Asn Glu Gin Glu Glu Thr Gly 
210 215 220 

Ser Pro Phe Arg Thr Glu Asn Phe Ser Trp Asp Thr Leu He Glu Met 
225 230 235 240 

Pro Arg Ser Glu Thr Thr Thr Met Gin Phe Asp Ser Ser Asn Phe Gly 
245 250 255 

Ser Tyr Asp Phe Glu Asp Asp Val Ser Phe Pro Ser He Trp Asp Tyr 
260 265 270 

Tyr Gly Ser Leu Asp 
275 



<210> 25 
<211> 924 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 25 

atggaagaag agcaacctcc ggccaagaaa 
atgaaaggta aaggcggtcc agagaacgcc 
acttggggta aatgggtggc tgagatccgt 
ggcacgttta atacctcggt cgaggccgcc 



cgaaacatgg ggagatctag aaaaggttgc 60 
acgtgtactt tccgtggagt taggcaacgg 120 
gagcctaacc gtgggactcg tctctggctc 180 
atggcttacg atgaagccgc taagaaactc 240 
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tatggacacg aggctaaact caacttggtg 
aacagaaact tgtctttttc tggccacggg 
gatatggttc atgggttgga ccttggtctc 
tcagagagat cgagttttct acaagaagat 
tcaagtggtt cgaatctttg ttggttatta 
accgttaatg ctacgactag ttatggcggt 
tcgaccaatt tgaaaccaaa gaatttgatg 
tggtctaggt ttcttgtggg gcaagaaaag 
ggatcgtcgg acaacaagga gagtatgttg 
aggccggagt tggaagagcg aacaggatat 
gatttaggtt tgttgattgg caaaaatgga 
caacatccat ggaattggtt ctga 



cacccacaac aacaacaaca agtagtagtg 300 
tcgggttctt gggcttataa taagaagctc 360 
ggccaggcaa gttgttcacg aggttcttgc 420 
gatgatcata gtcataatcg atgttcgtct 480 
cctaaacaaa gtgattcaca agatcaagag 540 
gaaggcggtg gtggctctac gttaacgttt 600 
agtcagaatt atggattata caatggagct 660 
aagacggaac atgacgtgtc atcgtcgtgt 720 
gttcctagtt gcggcggaga gaggatgcat 780 
ttggaaatgg atgatctttt ggagattgat 840 
gatttcaaga attggtgttg tgaagagttt 900 

924 



<210> 26 
<211> 306 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 26 

Glu Glu Glu Gin Pro Pro Ala Lys Lys Arg Asn Met Gly Arg Ser Arg 
15 10 15 

Lys Gly Cys Met Lys Gly Lys Gly Gly Pro Glu Asn Ala Thr Cys Thr 
20 25 30 

Phe Arg Gly Val Arg Gin Arg Thr Trp Gly Lys Trp Val Ala Glu He 
35 40 45 
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Arg Glu Pro Asn Arg Gly Thr Arg Leu Trp Leu Gly Thr Phe Asn Thr 
50 55 60 

Ser Val Glu Ala Ala Met Ala Tyr Asp Glu Ala Ala Lys Lys Leu Tyr 
65 70 75 80 

Gly His Glu Ala Lys Leu Asn Leu Val His Pro Gin Gin Gin Gin Gin 

85 90 95 

Val Val Val Asn Arg Asn Leu Ser Phe Ser Gly His Gly Ser Gly Ser 
100 105 110 

Trp Ala Tyr Asn Lys Lys Leu Asp Met Val His Gly Leu Asp Leu Gly 
115 120 125 

Leu Gly Gin Ala Ser Cys Ser Arg Gly Ser Cys Ser Glu Arg Ser Ser 
130 135 140 

Phe Leu Gin Glu Asp Asp Asp His Ser His Asn Arg Cys Ser Ser Ser 
145 150 155 160 

Ser Gly Ser Asn Leu Cys Trp Leu Leu Pro Lys Gin Ser Asp Ser Gin 
165 170 175 

Asp Gin Glu Thr Val Asn Ala Thr Thr Ser Tyr Gly Gly Glu Gly Gly 
180 185 190 



Gly Gly Ser Thr Leu Thr Phe Ser Thr Asn Leu Lys Pro Lys Asn Leu 
195 200 205 
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Met Ser Gin Asn Tyr Gly Leu Tyr Asn Gly Ala Trp Ser Arg Phe Leu 
210 215 220 

Val Gly Gin Glu Lys Lys Thr Glu His Asp Val Ser Ser Ser Cys Gly 
225 230 235 240 

Ser Ser Asp Asn Lys Glu Ser Met Leu Val Pro Ser Cys Gly Gly Glu 
245 250 255 

Arg Met His Arg Pro Glu Leu Glu Glu Arg Thr Gly Tyr Leu Glu Met 
260 265 270 

Asp Asp Leu Leu Glu He Asp Asp Leu Gly Leu Leu He Gly Lys Asn 

, 275 280 285 

Gly Asp Phe Lys Asn Trp Cys Cys Glu Glu Phe Gin His Pro Trp Asn 
290 295 300 

Trp Phe 
305 



<210> 27 
<211> 534 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 27 
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atgcccagga aacggaagtc tcgtggaaca cgagatgtag ctgagattct aaggaaatgg 60 
agagagtaca atgagcagac cgaggcagat tcttgcatcg atggtggtgg ttcaaaacca 120 
atccgaaagg ctcctccaaa acgttcgagg aagggttgta tgaaaggtaa aggtggacct 180 
gaaaatggga tttgtgacta tacaggagtt agacagagga catggggtaa atgggttgct 240 
gagatccgtg agccaggccg aggtgctaag ttatggctcg gtactttctc tagttcatat 300 
gaagctgcat tggcttatga tgaggcttcc aaagctattt acggtcagtc tgcccgactc 360 
aatcttccac tgctgccact gtgtcaggct cggttactgc attttctgat gaatctgaag 420 
tttgtgcacg tgaggataca aatgcaagat ctggttttgg tcagatctct aacttctcgc 480 
atttccaaaa tgttaagtcc aataactgca ttggttaagt tggggcgtta ctag 534 

<210> 28 
<211> 177 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 28 

Met Pro Arg Lys Arg Lys Ser Arg Gly Thr Arg Asp Val Ala Glu He 
15 10 15 

Leu Arg Lys Trp Arg Glu Tyr Asn Glu Gin Thr Glu Ala Asp Ser Cys 
20 25 30 

He Asp Gly Gly Gly Ser Lys Pro He Arg Lys Ala Pro Pro Lys Arg 
35 40 45 

Ser Arg Lys Gly Cys Met Lys Gly Lys Gly Gly Pro Glu Asn Gly He 
50 55 60 
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Cys Asp Tyr Thr Gly Val Arg Gin Arg Thr Trp Gly Lys Trp Val Ala 
65 70 75 80 

Glu He Arg Glu Pro Gly Arg Gly Ala Lys Leu Trp Leu Gly Thr Phe 
85 90 95 

Ser Ser Ser Tyr Glu Ala Ala Leu Ala Tyr Asp Glu Ala Ser Lys Ala 
100 105 110 

He Tyr Gly Gin Ser Ala Arg Leu Asn Leu Pro Leu Leu Pro Leu Cys 
115 120 125 

Gin Ala Arg Leu Leu His Phe Leu Met Asn Leu Lys Phe Val His Val 
130 135 140 

Arg He Gin Met Gin Asp Leu Val Leu Val Arg Ser Leu Thr Ser Arg 
145 150 155 160 

He Ser Lys Met Leu Ser Pro He Thr Ala Leu Val Lys Leu Gly Arg 
165 170 175 

Tyr 



<210> 29 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Primer 
<400> 29 

gagtcttcgg tttcctca 18 

<210> 30 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 30 

cgatacgtcg tcatcatc 18 

9 : •f?* 

[mi] s<>7 5- rd29A-DREBlA<7)RB^ h LB^ <Dffi& ^^tit^^o 
[02-1] DREBlA£^b t Ltz, DREBIB^ ^DREBlFh <D 1 *t 1 ~?<DiM.^ 

[02-2] DREBlA£3fefi t Ltz, DREBIB^ "oDREBlF<h <D 1 ft 1 "CO*!* 

m^^^-c^r 94 v K ^iilfi^J^ iOT|0jt4%^^1-[HT-*^ (02 
-io^IO o 

[H2-3] DREBlA^^ttt Lfc, DREBIBt&^DREBIF t <D 1 M 1 "COis^ 
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[0 2-4] DREBlA^^h L/c, DREBIB^ £>DREBlF<h Ol^l "CcOijLife 

un^^^^Ty 4 y * y K *ji@£^Ji3ct^@|s]tt%^^-r[il-e^)^ (02 

-3<Ofl!§) 0 

[0 2-5] DREBlA3ril# <h Lt, DREBIB^ £>DREBlF<h O 1 *fr 1 "CcoH^ 
[02-61 DREBlA£^$iil t L/c, DREBlB^DREBlF<h <D1M1 T<DiM.& 

se^ij ix ^ ;i/-e cor y* y K *M@£?iJ& j;OTim£%£7Fir-0'C&£ (02 

[02-7] DREBlA^^li t L/c, DREBIB^ £>DREB1F t (D 1 ft 1 ^coifi* 

K^ijw^^-ecor^^ y* y K &m®m& £ TO |w]t4%£7F-f 0-e££ (02 

-6C9^£) o 

[0 2-8] DREBlA£^]jft<h L/c, DREBlB^f>DREBlFt <7) l ^ l -ecoi^ 

-eo 77^ y*y k xtf^mn.%^-tm^^> (02 

[02-9] DREBlA£^#li: L/c, DREBlB^DREBlFt <D 1 *t 1 -COia^ 

[02-10] DREBlA£*fi£: L/c, DREBlB^^DREBlFi: <D 1 *t 1 "COifi 
2 -9 §) o 

[IU2-1 1] DREBlA£^$tfi<b L/c, DREBlBri*<bDREBlF£ cO 1 *fr 1 t'OS 
»S£^iJ > * y V , &i§E?»J:fc «t £frr0-Tr&& (EI 

2-1 OcoM^) o 

[IH2-12] DREBlA£^<tt^ L/c, DREBlB>^<bDREBlF£ <0 l *j- l tOl 
3feE^ljW^^TOT9>f > K ^aEyiJiSitrffllBI^Sr^-rBIt?** (0 
2-11 <DW.&) o 

[02-13] DREBlAfc^ttt L/c, DREBlB^tbDREBlFt <£> 1 *f 1 TcOia 
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2-1 2<Dm$) o 

[02-14] DREBlA£M&h L/i, DREBIB^^DREBIF^O 1 M 1 T<7)J!a 
2-1 3 <7^£) o 

[El 2 - 1 5 ] DREBlA£^34<b Ltz, DREB1B7> h DREB1F t <D 1 *fr 1 -COj£ 
2-1 4<7)M§) 0 

[02-1 6 ] DREBlA^^tt t Ltz, DREB1Bt> £>DREBlF<h CO 1 ft 1 TOJffi 

2- 1 5<0^£) o 

[0 3-1] DREBlA^Stth Lfc, DREBlB7><oDREBlF<b (01^1 t©7 ^ 
[0 3-2] DREBlA£&Jtt<h L/C. DREBlB^^DREBlF-h (O 1 *t 1 t©7 < 

i3-ioii) o 

[0 3-3] DREBlA^^tt^ Lfc. DREBlB^^DREBlFt O 1 *t 1 T©7 5 

03- 2 <7)$e£) o 

[03-4] DREBlA^^tti Ltz, DREBIB^ ^DREBlFh CO 1 ft 1 107 ^ 

[0 3-5] DREB1A£*S&£ Lfz. DREBlB^<bDREBlFt CO 1 ft 1 W7 ^ 

[0 3-6] DREBlA^Stti: Lfc, DREBlB^DREBlFfc co 1 2t 1 "COT 5 
03-5O^£) o 

[0 3-7] DREBlA^r^ttt Ltz, DREBlBrt^DREBlFt <T> 1 *t 1 X~<DT 5 

miEiff 2004-3021234 
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03-6<7)M£) 0 

[0 3-8] DREB1A £• 3fe# i: U:, DREBlB^^>DREBlF<h <7> 1 M 1 ^ 
J S£K£'J ^^t?077 -Y > > > h , *iIE?iJ£ J: 0^(1114% £^1"0-e&£ ( 
@3-7(7)S^) o 

[0 3-9] DREB1A£*«|£: Ltz, DREBIBt^ £>DREB1F£ <D 1 M 1 1«7 5 
H3-80ii) o 

[HI 4 - 1 ] DREB2A^SSi t Lfz, DREB2B/^ h DREB2H t <D 1 M 1 T'OM 
E^iJV^^T-OT^^ > K *ilE?iJ£ J: 0^1*114% £^1-0-?* So 

[[14-2] DREB2A^ ^tt i:U:> DREB2Bt> £>DREB2H <h <0 1 2t 1 "ecoilft 
S?0P^ , eO77'f»Vh, *aE^iJi5J;U f ffi|5ltt%^^i-lII'e*^ (04 

[04-3] DREB2A£rjfett tLfc, DREB2Bj&> «bDREB2Hfc tf> 1 2t 1 "COis* 
E^iJl/^^-eco Tyy( -y K RMEfflis <fc ZffflW\&% £tf1-0-C&£ (04 

[El 4 - 4 ] DREB2A£^ite tLfc, DREB2Bt^ h DREB2H t CO 1 M 1 "COifi* 

E^iJ i/^;w7 5 4 y * y Y , ftiE^J^i £^1-0-e&& (0 4 

' [04-5] DREB2A^^|fi t Lfz^ DREB2B/^ h DREB2H t C0 1M1 ~?com.m 

m^^-^cor^ 4 y* y K ^SiEsnUs J:o^|iiitt%£^i-0-c&£ (114 

-4<7)M#) o 

[04-6] DREB2A^^W t L DREB2B^ DREB2H <h ©1^1 -COiaft 

@^iji/^;i/-ec7)T^-r y* y k &mmi\& J:<^*Bim4%£^l-0-c&£ (04 

[04-7] DREB2A^S# t Ltz, DREB2B7> £>DREB2H<h <7)1^1 "C^ifi* 

%mi^<^~?coTy4 y* y K ^SE^cto^im^^l^T-^ (0 4 

-6<7)II) o 

[04-8] DREB2A £ t L/:, DREB2Bt^ ^ DREB2H tcoiMl "C O 
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[El 4 - 9 ] DREB2A^^tt hit DREB2Brt» £>DREB2H£ (Ol^tl "C^Si 
@£^iJlx^;i/-eor^^ >^ > h , &i§E?!li3 X l/*B|B)tt%£^t"EI"C*& (EI 4 
-8<0M£) o 

[EI 4 - 1 0 ] DREB2A£gitt <h L tz , DREB2B^ <bDREB2H <7) 1 ft 1 

a6ffiyijw^^"c^>T9>f y* y k *i§E?"j£<t 0^1^114% fc^-fun?** (n 

4-9^)S^) o 

[El 4 - 1 1 ] DREB2A***!] tU, DREB2B DREB2H fcWl^l "COffl 

*E^w^t©7 5>f» y k *iiEyij*5«to f ffiratt%*^ia"e** (El 

4-1 o 

[EI 4 - 1 2 ] DREB2A£Xift t Ltz. DREB2B^ h DREB2H t <D 1 ft 1 TrOit 
mWffi\l"<n'1z<DT5>[ y* y K &aE^J£J:tf*BlBlte%£^-t-|II"C£>* (El 
4-1 1^1) o 

[EI 4 - 1 3 ] DREB2A£Stt hLfc, DREB2B^ h DREB2H t CO \ ft l -XsCOM. 
mimv^ovxrcoT y 4 y* y K *iiEy!li3«tU f ffll^tt%*^1"BI ,, c** (EI 
4-1 o 

[El 4 - 1 4 ] DREB2A£*Jtt tLt, DREB2B^ h DREB2H t CO 1 ft 1 TOJfi 

&w&\i" r <n'-£<?>T i 7 4 y* y k *iiE^iJ^ ic^ffira^^^f nit?** (ei 

4-13 o 

[El 4 - 1 5 ] DREB2A£*lill t Lfz, DREB2B#> h DREB2H b <D 1 ft 1 TcoiM. 

mmi\i"<)^<7)T7 4 y* > k *aE^jisJ:a f fflrai4%*^-t"iiit i ** (ei 

4-1 4<7)M#) o 

[El 4 - 1 6 ] DREB2A£S$tl tU, DREB2Bt> <b DREB2H <h CO 1 *f 1 to* 
4-1 5<«£) o 

[EI 4 - 1 7 ] DREB2A£S<te Ltz, DREB2B^» i h DREB2H t CO 1 ft 1 "COJg 

mmi^o^oTyj y*y &mm&£ xfmm&% i:7Firm^$>^ (ei 

4-16 coffi£) o 
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[134-1 8 ] DREB2A£^$i L£> DREB2B^ <bDREB2H«h <0 1 *f 1 X-<DiM. 
SE?(i/^;^77^v^>h, sfcaE^Jis J:tffflffi14%£^ia^£>* (HI 
4-1 7<7)^i) o 

[04-1 9 ] DREB2A £ Stt «h L , DREB2B^ £>DREB2H fcOlJfl "COJfi 
iS^]l/W077^f^>f, ^iiBE^Jisi^ffll^^^^-rn-eab* (0 
4-1 8<Dii) o 

[04-2 0 ] DREB2A^^tt H/:, DREB2Bri* ^ DREB2H i: O l fcj- 1 t*<0g 
3feffiy!lW^;V'-COT9>f > K ^ISfi^iJfe iM[WJ14%^^:1-[ll-e*-2> (HI 
4-1 9^11) o 

[14-2 1 ] DREB2A£^il| t L fc, DREB2B^ ibDREB2H<h (7) l # l TOtB 

4-2 0 O^IO o 

[04-2 2 ] DREB2A £ £#| tU, DREB2Bt> £>DREB2H t<Dlttl 

wsmv<fr-?<r>T ? 4 y * y ^, &mwM&zxf&w&%*7ttWQibz> (0 

4-2 1 <Dt$i^) o 

[04-2 3] DREB2A & tU, DREB2Bt> ^DREB2H <*> 1 *t 1 TOitt 
»@^|J l/^^T'^7 -7 > p< > h > £?JIE?iJ*3 «t ^B[0lt4% £^1~0-e& * (0 
4-2 2 <7>M£) o 

[04-2 4] DREB2A^^# t Lfz, DREB2Bt> <bDREB2Ht CO 1 M 1 -eoJtg 

*Ey!iv^^-coT9>f y* y k ^mm^^mm^%^m-tmx^^ m 

4-2 3 <Dffi.£) o 

[04-2 5 ] DREB2A £ ^jjtt at DREB2Bt> £>DREB2H tOl^l TOfi 
*EyiJ^^;l/-C0 7 9-f >^ > K ^JlI^iJ^iO f +B[B]tt%^^-r0-t:*)a (0 
4-2 4 <om^) o 

[04-2 6] DREB2A * &#| Ht DREB2B^ £>DREB2H t<DlMl toil 

*E^i^^^-eoT9>f >^ > k &m%im& io f *ai5]tt%£^-f0-c&& (0 
4-2 5^i^) o 

[04-2 7] DREB2A£^J|ft£ Lfc, DREB2Bri*S>DREB2Hfc <£> 1 *fr 1 trOla 
^1/^^7 7^ >^ > K *Mg^iJ£±^*lim£%£^0^&& (0 
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4-2 6 CO'fa^) o 

[04-28] DREB2A^^# tLfz, DREB2B^ £>DREB2H tCOlftl trCOiM. 
4-2 7<7)$c£) o 

[04-29] DREB2A£*<tt a/:, DREB2B^ £>DREB2H<h <0 i *j- 1 T*<£>£ 
4-2 8<7)$c§0 o 

[14-3 0] DREB2A£^$4 t Lfz, DREB2B^ *bDREB2H£: co 1 ft 1 ^com. 
4-2 9<0f^l0 o 

[H4-3 1 ] DREB2A£3fett t Lfc, DREB2B^ 'bDREB2H b CO 1 ft 1 ^com 

SS^ijv^^-ecor^-r >^ > K ^3i@£^"Ji3 iraim4%£^-rEl-c&& (m 

4-3 0<7>$c£) o 

[04-32] DREB2A£*tt t Lfz, DREB2B^ h\)KEB2H t <D 1 ft 1 Tr^ia 
^Sfi^'J WV"?<d T y A y * > h , ^iiSB^iJis X OT[eIt4% £tf1-EI'C&& (El 
4-3 1 o 

[El 4 - 3 3 ] DREB2A£^W DREB2B^ ^DREB2H t<Dlftl ~CCOis. 

mmi"<^XOT74 y* y K ^I@^0£J:^*Bm£%£^1-EI^&£ (El 
4-3 2 co'ffi.^) o 

im 4 - 3 4 ] DREB2A^«f4 <h Lfc, DREB2B^ £>DREB2H£ <D 1 2t 1 -C<7>f& 
4-3 3 Oi^i) o 

[EI 4 - 3 5 ] DREB2A£*flb t Ltz, DREB2B^ £>DREB2H t CO 1 ft 1 tzCOiM. 
min^^^^cory 4 y* y K ^miMte £V s mm±%*7Firm'Z:JbZ> (EI 
4-3 4<7)^§0 o 

[EJ4 -3 6 ] DREB2A £ t Lfz, DREB2B^ ^DREB2H t <D 1 ft 1 f<Di 
SB^iJlx^;i/-ecor^^ > K ^iiSe^iJ^ i^Iwjftro^^-TElT*^ (EI 
4-3 5<7)M£) o 

[EI 4 - 3 7 ] DREB2A 4" <h Lfz^ DREB2B^ ^DREB2H t CO 1 ft 1 i?<7)i£ 
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4-3 6<Dm£) o 

[0 4 - 3 8 ] DREB2A£^*i <!: Lfz^ DREB2B^>^ h DREB2H t <D 1 ft 1 -C^il 

mmi^<^-?:'?)T7 4 y* y k itjiss^ij^ cty^i^%£^-ffi-e££ (0 

4-3 70M§) o 

[04-3 9 ] DREB2A£^$iii «h Lfc> DREB2B7> ?>DREB2H t <D 1 ft 1 "CO*! 
»@S?iJ P^^7 7 >f > K *ii@£^Ji3 «t LK+@|s]t4% £*rriHT-£>& (EI 
4-3 8<D^) o 

[ IH 4 - 4 0 ] DREB2A £ DREB2Bt> £>DREB2H t<D\ft\ "COJffl 

iE5ll/^W7'f>^>h, *jiBB^J*3«ttl f fflrai4%S:^i-|gt?** (0 

4- 3 9<7?ic§) o 

[05-1] DREB2A£*itt «h Lfc, DREB2Bt> <^DREB2Ht <D 1 ft" 1 "CO T 5 
[0 5-2] VKEMkZmmtLtz, DREB2B^£>DREB2H£<7> 1 ft 1 < 

y &be#i ^^(07 7 >r > y > h . *iiBB?ij*3 «t £^i-0-c&& ( 

05- lcoM£) o 

[B5-3] WEB2A%mmt Lfz, DREB2Bt>£>DREB2H£: (D 1 ft 1 W7 5 

y mss^j i/^t(D7 7 >r >y > h „ &imm& «t ck*bis)14% ( 

05-2<^£) o 

[EI 5-4 ] DREB2A£^ift tLfz, DREB2B^ ^>DREB2H t <D 1 ft I ^(DT < 

ymm^^^ory^ >y y k 4t;i@^yj3 £LK*Bi^i4%£7Ki-0-e&£ ( 

05-3OMIO o 

[05-5] DREB2A£r3t?tt <b Lfc, DREB2Bt> £>DREB2H t<DlftlV<DT< 

ymmm^^^-c^ry^ >y y k &m%m& <t ifmm^/o^^m^hh ( 

05-4OMIO o 

[05-6] DREB2A£*ittt Ltz, DREB2Bt> <bDREB2H<!: <D 1 ft 1 t<7)7 ^ 

yme^'J^^^-eoT^^ yy y k *M@£?iJ&J:^fflim£%£^1-0^&£ ( 

@5-50il) o 

[0 5-7] DREB2A£^iftt Lfc, DREB2B fbDREB2H<h O 1 *fr 1 WT < 
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05-6<7)M£) o 

[05-8] DREB2A£Stt<b Lfc, DREB2B7&* £>DREB2H £<D 1ft 1 X<7)T < 
@5-70ii) o 

[05-9] DREB2A£^flij LLfz, DREB2B^ «bDREB2H t <D 1 ft 1 X<D T $ 

05-8O$ElO o 

[15-1 0 ] DREB2A£*«| tLfz, DREB2B^<bDREB2H t <D 1 ft 1 "CO T 

(0 5-9<7>l%£) 0 

[05-1 1 ] DREB2A£^jft t Lfz, DREB2B^ h DREB2H t CO 1 ft 1 XCOT 

< j p^^to r 7 ^ > ^ > h , *?n^yi3 «t xfmwst% z^mxh & 

(05-1 0<7)$^) o 

[05-1 2 ] DREB2A£^itt i: Ltz^ DREB2B^^ h DREB2H t <D 1 ft 1 X<DT 

(05-1 l^S^) o 

[05-1 3 ] DREB2A£Xfft <h Lfz, DREB2B/^ h DREB2H t CO \ ft l X<DT 

< smftiw^^^xcDT ? 4 >^ > k ^iise^j^ct ^15114% *7F-$-mx&z> 

(05-1 2<7)M#) o 

[05-1 4 ] DREB2A^^# t L tz, DREB2B^ ^>DREB2H tcoiftl X<DT 

5 / «^^7 7^>^ > k &Mmi\&£iFfflm$.%%7f;i-mx&z> 

(05-1 3<7)$c§0 o 

[05-1 5] DREB2A£ h L tz , DREB2B^ £>DREB2H tOlWl X<DT 

(05-1 4<7)M^) o 

[05-1 6 ] DREB2A^*«l <h L 7t , DREB2B^ fbDREB2H tcoiftl XCO T 

< Sm^l/^^XCDT?^ V* y K &mw\&£u ! ffl^±%*7ji-?mx£>z> 

(05-1 5<7)^§) o 
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[0 5 - 1 7 ] DREB2A£Xtt t Lfz, DREB2B^ h DREB2H b. (D 1 ft 1 X<D7 

(H15-1 6<75^^) o 

[05-18] DREB2A £ i L/:> DREB2B^^DREB2Ht <7) 1 ft 1 TOT 

^ ySt@e^jp^;i/-eoT^^ yyy £zfmmn%$:7F-?mx$>2> 

(05-1 7CD$ElO o 

[m 5 - 1 9 ] DREB2A^*«i b Lfz, DREB2Bt> £>DREB2H<h <D 1 2t 1 X<D7 

< y m^}^^<^x<Dry4 yyyv, &mmi\& £mm& o /o y £7Fi-mx$>& 

(05-1 8<7)^^) 0 

[El 5 - 2 0 ] DREB2A£^f4 bLfz, DREB2Bt> h DREB2H b <D 1 ft 1 X<D7 

< y u^)ix<D7 ?4 >y> *is^iji3 x xfmm&% ^7^-fmxh & 

(05-1 9<7)M^) o 

[HI6] dKEBlAZmmt L^DREBlB^ibDREBlF^OJtl^S^iJP^^T^T 

^-f yy y h £7Fl-0-e&£ o 

[d 7 - 1 ] DREB2A £ ^tt i: L fc^^<7)DREB2B^ £>DREB2H t <Di&mWZ\\ V 
^TO77^f Vj* > h £^1-0^&£ (DREB2A^0518fii-e) o 

[i7-2] DREB2A£^itt <!: L 7t:*§£-<7)DREB2B7> ^DREB2H <h Ota^ge^iJ V 

sovx-tDT? 4 y yy Y £/Fi-0-e&& (dreb2A<7) ns^i^e) 0 

[0 8 ] DREBIA^S** b L T^-^DREBIB^ ^DREBIF b<D7 < y StK^J ^ 

^;k^7 7^ >^ y h $:7F-fmx&z>o 

[0 9 ] DREB2A£*tt t L /c^^ODREB2B7)- £>DREB2H t <D T 5 J ^K^iJ V 
^;k-0 7 7^ y b ^^tlt^lio 

[010] #Lli^0Bfco|§tltm^O^®$5m#^^9<i:^lO<7) 
%m£*7Flr^nx$>Z> 0 

mil] ^m^mmmmi^t^M9t^mo<Dm^7^irv^yx 

[012] 4E#^^r^^22B ^^»$^fr«h^9 t^lOO^JP 
(Dfc&TkT^-f^MXh&o 
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HindTTT Hindi 1 1 



Notl 
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Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condi t ion. 

Matches 
Mismatches 
Gaps 
*N+ 

Matching 
Weight 



DREB1A. nuc 
651 

1 - 651 



DREB1B. nuc 
642 
1 



642 



-1 
1 
I 

2 

85.04 [95] 
-451 



1 : ATGAACTCAT TTTCTGCTTT TTCTCAAATG TTTGGCTCCG ATTACGACTC TTCGGTTTCC 

********** **** ***** ********** ********** ******** ** 

1 : ATGAACTCAT TTTCAGCTTT TTCTGAAATG TTTGGCTCCG ATT AC GAG CC 

61 : TC-AGGCGGT GATTATATTC CGACGCTTGC GAGCAGCTGC CCCAAGAAAC CGGCGGGTCG 

** ****** ****** ** ***** ****** ** ** ******* ******* ** 

51 : TCAAGGCGGA GATTATTGTC CGACGTTGGC CACGAGTTGT CCGAAGAAAC CGGCGGGCCG 



120 : TAAGAAGTTT CGTGAGACTC GTCACCCAAT ATACAGAGGA GTTCGTCGGA GAAACTCCGG 
********** ********** ********** ********* ******* * ********** 
111 : TAAGAAGTTT CGTGAGACTC GTCACCCAAT TTACAGAGGA GTTCGTCAAA GAAACTCCGG 



180 : TAAGTGGGTT TGTGAGGTTA GAGAACCAAA CAAGAAAACA AGGATTTGGC TCGGAACATT 
********** * *** ** * **** ***** ********* ********** **** ** ** 
171 : TAAGTGGGTT TCTGAAGTGA GAGAGCCAAA CAAGAAAACC AGGATTTGGC TCGGGACTTT 



240 : TCAAACCGCT GAGATGGCAG CTCGAGCTCA CGACGTTGCC GCTTTAGCCC TTCGTGGCCG 
********* ********** **** ***** ****** ** ** ******* * ******** 
231 : CCAAACCGCT GAGATGGCAG CTCGTGCTCA CGACGTCGCT GCATTAGCCC TCCGTGGCCG 



300 : ATCAGCCTGT CTCAATTTCG CTGACTCGGC TTGGAGACTC CGAATCCCGG AATCAACTTG 
****** *** ***** **** ********** **** * ** ********** * ***** ** 

291 : ATCAGCATGT CTCAACTTCG CTGACTCGGC TTGGCGGCTA CGAATCCCGG AGTCAACATG 



360 : CGCTAAGGAC ATCCAAAAGG CCGCGGCTGA AGCTGCGTTG GCGTTTCAGG ATGAGATGTG 
*** ***** ******** * **** ***** *** ****** ** ***** * ****** *** 
351 : CGCCAAGGAT ATCCAAAAAG CGGCTGCTGA AGCGGCGTTG GCTTTTCAAG ATGAGACGTG 



420 ; TGATGCGACG ACGGATC ATGGCTTCGA CATGCAGGAG ACGTTGGTGG AGGCTATTTA 

**** ***** *** *** ***** * ** ********** *** ****** * ******** 

411 : TGATACGACG ACCACGAATC ATGGCCTGGA CATGCAGGAG ACGATGGTGG AAGCTATTTA 



477 : CACGGCGGAA CAGAGCGAAA ATGCGTTTTA TATGCACGAT GAGGCGATGT TTGAGATGCC 
** ***** ********* ********* **** * ** *** * **** *** ****** 

471 : TACACCGGAA CAGAGCGAAG GTGCGTTTTA TATGGATGAG GAGACAATGT TTGGGATGCC 



537 : GAGTTTGTTG GCTAATATGG CAGAAGGGAT GCTTTTGCCG CTTCCGTCCG TACAGTGGAA 
** ******* * ******** * ***** ** ****** *** * ***** * * ** ***** 
531 : GACTTTGTTG GATAATATGG CTGAAGGCAT GCTTTTACCG CCGCCGTCTG TTCAATGGAA 



597 : TCATAATCAT GAAGTCGACG GCGATGATGA CGACGTATCG TTATGGAGTT ATTAA 
******* ** ** * *** * * **** * ***** *** * ******* * *** 
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591 : TCATAATTAT GACGGCCAAG GAGATGGT GACGTGTCG CTTTGGAGTT ACTAA 



44+H+ 



Sequence 1 : DREB1A. nuc 

Size : 651 

Hatching Position : 1 - S51 

Sequence 2 : DREB1C. nuc 
Size 651 

Matching Position : 1-651 

Matching Cand i t ion. 

Watches -1 
Mismatches 1 
Gaps 1 

. *N+ : 2 

Hatching 86.70 Dt] 

Weight : -476 



1 : ATGAACTCAT TTTCTCCTTT TTCTGAAATG TTTGGCTCCG ATTACGAGTC TTCGCTTTCC 
********** ******* ** ********** ********** ********** * ******** 
t ; ATGAACTCAT TTTCTGCCTT TTCTGAAATG TTTGGCTCCG ATTACGAGTC TCCGGTTTCC 

61 : TCAGGCGGTG ATTATATTCC GACGCTTGCG AGCAGCTGCC CCAAGAAACC GGCGGGTCGT 

********** **** * *** ** ****** * ******* ********** ***** * 
61 : TCAGGCGGTG ATTACAGTCC GAAGCTTGCC ACGAGCTGCC CCAAGAAACC AGCGGGAAGG 

121 : AAGAAGTTTC GTGAGACTCG TCACCCAATA TACAGAGGAG TTCGTCGGAG AAACTCCGGT 
********** ********** ********* ********** ****** ** ********** 
121 : AAGAAGTTTC GTGAGACTCG TCACCCAATT TACAGAGGAG TTCGTCAAAG AAACTCCGGT 

181 : AAGTGGGTTT GTGAGGTTAG AGAACCAAAC AAGAAAACAA GGATTTGGCT CGGAACATTT 

******** * ***** * ** *** ****** ********* ********** *** ** ** 
181 : AAGTGGGTGT GTGAGTTGAG AGAGCCAAAC AAGAAAACGA GGATTTGGCT CGGGACTTTC 

241 : CAAACCGCTG AGATGGCAGC TCGAGCTCAC GACGTTGCCG CTTTAGCCCT TCGTGGCCGA 
********** ********** *** ****** ***** **** * **** ** ****** ** 

241 : CAAACCGCTG AGATGGCAGC TCGTGCTCAC GACGTCGCCG CCATAGCTCT CCGTGGCAGA 

301 : TCAGCCTCTC TCAATTTCGC TGACTCGGCT TGGAGACTCC GAATCCCGGA ATCAACTTGC 

** ******* ********** ********** *** * ** * ********** ****** ** 
301 : TCTGCCTGTC TCAATTTCGC TGACTCGGCT TGGCGGCTAC GAATCCCGGA ATCAACCTGT 

361 : GCTAAGGACA TCCAAAAGGC GGCGGCTGAA GCTGCGTTGG CGTTTCAGGA TGAGATGTGT 
** ***** * ********** ********** ** ****** ***** ** ********** 

361 : GCCAAGGAAA TCCAAAAGGC GGCGGCTGAA GCCGCGTTGA ATTTTCAAGA TGAGATGTGT 

421 : GATGCGACGA CGGA TCA TGGCTTCGAC ATGGAGGAGA CGTTGGTGGA GGCTATTTAC 

** ***** **** *** *** * *** ********** * ******** ********* 

421 : CATATGACGA CGGATGCTCA TGGTCTTGAC ATGGAGGAGA CCTTGGTGGA GGCTATTTAT 



478 : ACGGCGGAAC AGAGCGAAAA TGCGTTTTAT ATGCACGATG AGGCGATGTT TGAGATGCCG 

*** ****** ***** ** * ********** *** * ** * ********** * **** * 

481 : ACCCCGGAAC AGAGCCAAGA TGCGTTTTAT ATGGATGAAG AGGCGATGTT GGGGATGTCT 

538 : AGTTTGTTGG CTAATATGGC AGAAGGGATG CTTTTGCCGC TTCCGTCCGT ACAGTGGAAT 

********** *** ***** ********* ***** *** ***** ** ** ***** 

541 : AGTTTGTTGG ATAACATGGC CGAAGGGATG CTTTTACCGT CCCCGTCGGT TCAATGGAAC 
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598 : CATAATCATG AAGTCGACGG CGATGATGAC GACGTATCGT TATGGAGTTA TTAA 

***** ** * ***** ** ****** ***** ** * ******* ** **** 

601 : TATAATTTTG ATGTCGAGGG AGATGAT — r GACGTGTCCT TATGGAGCTA TTAA 



"KH44 

Sequence 1 

Size 

Hatching Posi t ion 

Sequence 2 
Size 

Matching Post t ion 
Hatching Condi t ion. 



DREBI A. nuc 
651 

1 - 651 

DREBiD. nuc 
675 

1 - 675 



Matches -1 
Mi snatches 1 
Gaps 1 
*N+ 2 

Matching 68.72 [X] 

Weight : -233 



1 : ATGAACTCAT TT TCTGC TTTTTCTGAA ATGTTT GGCTCCGA TTACGAGTCT 

***** *** ** *** * ** * ** **** ****** * * *** 

1 : ATGAATCCAT TTTACTCTAC ATTCCCAGAC TCGTTTCTCT CAATCTCCGA TCATAGATCT 

52 : TCGGTTTCCT CAGGCGGTGA TTATATTCCG ACGCTTGCGA GCAGCTGCCC CAAGAAACCG 
******* * **** * * ******* ****** ******* 

61 : CCGGTTTCAG ACAGTAGTCA 6TGTTCACCA AAGTTAGCTT CAAGTTGTCC AAAGAAACGA 

112 : GCGGGTCGTA AGAACTTTCG TGAGACTCGT CACCCAATAT ACAGAGGAGT TCGTCGGAGA 

** ** * * ********** ****** *** ** ** ** * ********** ***** *** 
121 : GCTCGGAGGA AGAAGTTTCG TGAGACACCT CATCCGATTT ACAGAGGAGT TCGTCAGAGG 

172 : AACTCCGGTA AGTGQ37TTG TGAGGTTAGA GAACCAAACA AGAAAACAAG GATTTGGCTC 

** ** **** * ******** *** ****** ** ** ** * ***** * ** ******* * 
181 : AATTCTGGTA AATGGGTTTG TGAAGTTAGA GAGCCTAATA AGAAATCTAG GATTTGGTTA 

232 : GGAACATTTC AAACCGCTGA GATGGCAGCT CGAGCTCACG ACGTTGCCGC TTTAGCCCTT 
** ** **** ** * *** ***** *** ** ***** * * ***** ** ****** *** 
241 : GGTACTTTTC CGACGGTTGA AATGGCTGCT CGTGCTCATG ATGTTGCTGC TTTAGCTCTT 

292 : CGTGGCCGAT CAGCCTGTCT CAATTTCGCT GACTCGGCTT GGAGACTCCG AATCCCGGAA 
***** ****** ***** ********** ** ** **** ** * ** ** ** ** ** 

301 : CGTGGTCGCT CTGCTTGTCT CAATTTCGCT GATTCTGCTT GGCGGCTTCG TATTCCTGAG 

352 : TCAACTTGCG CTAAGGACAT CCAAAAGGCG GCGGCTGAAG CTGCGTTGGC GTTTCAGGAT 
* ***** ******* ** ** ** ** *** ****** **** **** ******* ** 
361 : ACTACTTGTC CTAAGGAGAT TCAGAAAGCT GCGTCTGAAG CTGCAATGGC GTTTCAGAAT 

412 : GAGA TGTGTGATr — GCGACG ACGGA-TCA- TGGCTTCGAC A TGGAGGAG 

**** ***** * ** **** ** ** ** * * ***** * 

421 : GAGACTACGA CGGAGGGATC TAAAACTGCG GCGGAGGCAG AGGAGGCGGC AGGGGAGGGG 

457 : ACGTTGGTGG AGGCTATTTA CACGGCGGAA CAGAGCGAAA ATGCGTTTTA TATGCACGAT 
* ** ** ** * *** *** **** * ** ****** **** * *** 

481 : GTGAGGGAGG GGGAGAGGAG GGCGGAGGAG CAGAATGGTG GTGTGTTTTA TATGGATGAT 

517 : GAGGCGATGT TTGAGATGCC GAGTTTGTTG GCTAATATGG CAGAAGGGAT GCTTTTCCCG 
****** * * * * ****** * ** ** * ******* * ** ***** ********** 

541 : GAGGCGCTTT TGGGGATGCC CAACTTTTTT GAGAATATGG CGGAGGGGAT GCTTTTGCCG 
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577 : CTTCCGTCCG TACAGTGGAA TCATAATCAT GAAGTCGACG GCGATGATGA CGACGTATCG 

* *** * * ***** ***** * ** * **** * * ** * ***** ** 
601 : CCGCCGGAAG TTGGCTGGAA TCATA AC GACTTTGACG GAG-TG — GG TGACGTGTCA 

637 : TTATGGAGTT ATTA A 

* ******* * ** * 

655 : CTCTGGAGTT TTGACGAGTA A 



+H+++ 

Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Matching Posi lion 

Matching Condition. 

Matches 
Mismatches 
Gaps 
*l*t 



DREB1A. nuc 
651 

1 - 651 

DREB1E. nuc 
546 
1 - 546 



-1 
1 
1 

2 



Matching 54.70 [*] 

Weight ' 0 



1 : ATGAACTCAT TTTCTGCTTT TTCTGAAATG TTTGGCTCCG ATTACGAGTC TTCGGTTTC- 

*** **** **** ** * ** 

1 : ATG -GAAA ACGA CGATATCA 

60 : CTCAG6CGGT GATTATATTC CGACGCTTGC GAGCAGCTGC CCCAAGAAAC CGGCGGGTCG 

* ***** *** * at ** ***** * ** ** ** 

20 : CCGTGGCGCA GAT GAAG CCAAAGAAGC GTGCTGGACG 

120 : TAAGAAGTTT CGTGAGACTC GTCACCCAAT ATACAGAGGA GTTCGTCGGA GAAACTCCGG 

* ** tt ***** * ********** ******** ** ****** ** ** 
57 : GAGGATTTTC AAGGAGACAC GTCACCCAAT CTACAGAGGC GTGCGGCGTA GGGACGGCGA 

180 ; TAAGTGGGTT TGTGAGGTTA GAGAACCAAA CAAGAAAACA AGGATTTGGC TCGGAACATT 

** ***** ****** * ***** * * * * * **** ******* * 

!17 ; CAAATGGGTA TGCGAAGTCC GTGAACCGAT TCATCAGCGT CGAGTCTGGC TCGGAACTTA 

240 : TCAAACCGCT GAGATGGCAG CTCGAGCTCA CGACGTTGCC GCTTTAGCCC TTCGTGGCCG 

** ** ** ** ***** * * ** ***** ****** ** *********** * 

177 : TCCGACGGCA GATATGGCCG CACGTGCTCA CGACGTGGCG GTTCTTGCTC TGCGCGGGAG 

300 : ATCAGCCTGT CTCAATTTCG CTGACTCGGC TTGGAGACTC CGAATCCCGG AATCAACTTG 

*** ** *** * ****** * ** ** ** ****** * * * **** *** *** 

237 : ATCCGCGTGT TTGAATTTCT CCGATTCTGC TTGGAGGTTG CCGGTGCCCG CATCCACT— 

360 : CGCTAAGGAC ATCCAAAAGG CGGCGG CTGAAGCTGC GTTGGCGTTT CAGGATG-AG 

* * **** * * * *** ****** * ***** ** * * * ** *«** t * 
295 : -GATCCGGAC A-CGATCAGG CGCACGGCGG CCGAAGCAGC GGAGATG-TT CAGGCCGCCG 

415 : ATGTGTGATG CGACGACGGA TCATGGCTTC GACATGGAGG AGACGTTGGT GGAGGCTATT 
** * * *********** * * * ***** ** 

352 : GAGT-TTAGT — AC-AGGAA TTACGGTTTT ACCCT C AGCC — ACT -GAG TTT 

475 : TACACGGCGG AACAGAGCGA AAATGCGTTT TATATGCACG ATGAGGC6AT GTTTGAGATG 
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* * ** * ****** ******* * *** * 
-A GGAGTCGCTG GA-ATG-ATG ATGAGGC — T CGCGGAGGAG 



535 : CCGAGTTTGT TG — GCTAAT ATGGCAGA-A GGGATGCTTT TGCCGCTTCC GTCCCTACAG 
*** *** ********** * *** * ** ** **** * 

448 : CCGTTGATGT CGCCGCCAAG ATCGTACATT GATATG-AAT — ACG A GTGTGTAC-G 

592 : TGGAATCATA ATCATGAAGT CGACGGCGAT GATGACGACG TATCGTTATG GAGTTATTAA 
**** ****** ************ ****** *** 

500 : TGGACGAAGA A — ATG TGT TACGAAGATT TGTCACTTTG GAGTTACTAA 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 
Hi snatches 
Gaps 
*N+ 

Hatching 
Height 



DREB1A. nuc 
651 

1 - 651 



DREB1F. nuc 
S30 
1 



630 



-1 
1 
1 

2 

54.81 [56] 
-21 



1 : ATGAACTCAT TTTCTGCTTT TTCTGAAATG TTTGGCTCCG ATTACGAGTC TTCGCTTTCC 

***** **** * * ** ** 
1 : ATGAA TAATG AT- G AT ATTAT 

61 : TCAGGCGGTG ATTATATTCC GACGCTTGCG AGCAGCTGCC CCAAGAAACC GGCGGGTCGT 
** ***** * ** * * * * * ***** * ***** * 

21 : TCTGGCGGAG AT G A — -CGC CTAAGAAGCG TGCGGGAAGG 

121 : AAGAAGTTTC GTGAGACTCG TCACCCAATA TACAGAGGAG TTCGTCGGAG AAACTCCGGT 

* **** ***** ** ******* * ******** * * ***** *** * 
58 : AGAGTGTTTA AGGAGACACG TCACCCAGTT TACAGAGGCA TAAGGCGGAG GAACGGTGAC 

181 : AAGTGGGTTT GTGAGGTTAG AGAACCAAAC AAGAAAACAA GGATTTGGCT CGGAACATTT 
** ***** ****** ** ****** * * ** * ******** *** ** * * 

118 : AAATGGGTCT GCGAAGTCAG AGAACCCACG CACCAACGCC GCATTTGGCT CGGGACTTAT 

241 : CAAACCGCTG AGATGGCAGC TCGAGCTCAC GACGTTGCCG CTTTAGCCCT TCGTGGCCGA 

* ****** ******** ** ** *** ***** ** * ****** ** ***** ** 
178 : CCCACAGCAG ATATGGCAGC GCGTGCACAC GACGTGGCGG TTTTAGCTCT GCGTGGGAGA 

301 : TCAGCCTGTC TCAATTTCGC TGACTCGGCT TGGAGACTCC GAATCCCGGA ATCAACTTGC 
** ** *** * ******** ***** *** *** * ** * * ***** ***** 

238 : TCCGCATGTT TGAATTTCGC CGACTCCGCT TCGCCGCTTC CGGTGCCGGA ATCCAATGAT 

361 : GCTAAGGACA TCCAAAAGGC GGCGGCTGAA (XTGCGTTGG CGTTTCAGGA TG — AGATGT 
***** ** * ***** *** ****** * **** *** * *** * 

298 : CCGGATGTGA TAAGAAGAGT TGCGGCGGAA GCTGCGGAGA TGTTT-AGGC CGGTGGATTT 

419 : -GTGA-TGCG ACGACGGATC ATGGCTT CGACATGG AGGAGACGTT GGTGGAGCCT 

* * ** * **** * ** *** ** *** * ** * *** ** * 

357 : AGAAAGTGGA ATTACCG-TT TTGCCTTGTG CGGGAGATGA TGTGGATTTG GGTTTTGGTT 
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472 : ATTTACACGG C GGAACACA-G CGA-AAATGC GT-TTTATAT GCACGATGAG 

*** * ******* ** *** * * ** ***** *** 

416 : CGGGTTCCGC CTCTGGTTCG GGATCGGAGG AGAGGAATTC TTCTTCGTAT GGATTTGGAG 

520 : GCGATGTTTG AGATGCCGAG TTTGTTGGCT AATATGGCAG AAGGGATGCT TTTGCCGCTT 

* * * t t t t t * ** * ******** ** ***** 
476 : ACTACG-AAG AAGTCTCAAC GACGATGATG AGACTCGCGG AGGGGCCACT AATGTCGCCG 



S80 



C—CGTCCGT ACAGTGGAA- 
* ** *** * * ***** 



-TCA TAATCATG- 
** ** * *** 



-AAGTCGACG — GCGATG — 
* ** * * **** 



535 : CCGCGATCGT ATA-TGGAAG ACATGACTCC TACTAATGTT TACACGGAAG AAGAGATGTG 



623 : — ATGACGAC GTATCGTTAT GGAGT TATTAA 

**** ** ****** ***** ****** 
594 : TTATGAAGAT ATGTCATTGT GGAGTTACAG ATATTAA 



Sequence 1 
Size 

Hatching Posit ion 

Sequence 2 

Size 

Hatching Position 



DREB1B. nuc 
642 

1 - 642 



DREB1C. nuc 
651 
1 - 



651 



Hatching Condition. 



Matches 
Mi snatches 
Gaps 



Matching 
Weight 



S6. 33 [X] 
-471 



1 : ATGAACTCAT TTTCAGCTTT TTCTGAAATG TTTGGCTCCG ATTACGAGCC TC 

********** **** ** ** ********** ********** ******** * ** 
1 : ATGAACTCAT TTTCTGCCTT TTCTGAAATG TTTGGCTCCG ATTACGAGTC TCCGGTTTCC 



53 : -AAGGCGGAG ATTATTGTCC GACGTTGGCC ACGAGTTGTC CGAAGAAACC GGCGGGCCGT 

****** * **** **** ** * * *** ***** ** * * ******** ***** * 
61 : TCAGGCGGTG ATTACAGTCC GAAGCTTGCC ACGAGCTGCC CCAAGAAACC AGCGGGAAGG 



112 : AAGAAGTTTC GTGAGACTCG TCACCCAATT TACAGAGGAG TTCGTCAAAG AAACTCCGGT 
********** ********** ********** ********** ********** ********** 

121 : AAGAAGTTTC GTGAGACTCG TCACCCAATT TACAGAGGAG TTCGTCAAAG AAACTCCGGT \ 



172 : AAGTGGGTTT CTGAAGTGAG AGAGCCAAAC AAGAAAACCA GGATTTGGCT CGGGACTTTC 
******** * *** **** ********** ******** * ********** ********** 

181 : AAGTGGGTGT GTGAGTTGAG AGAGCCAAAC AAGAAAACGA GGATTTGGCT CGGGACTTTC 



232 : CAAACCGCTG AGATGGCAGC TCGTGCTCAC GACGTCGCTG CATTAGCCCT CCGTGGCCGA 
********** ********** ********** ******** * * **** ** ******* ** 

241 : CAAACCGCTG AGATGGCAGC TCGTGCTCAC GACGTCGCCG CCATAGCTCT CCGTGGCAGA 



292 : TCAGCATGTC TCAACTTCGC TGACTCCGCT TGGCGGCTAC GAATCCCGGA GTCAACATGC 
** ** **** **** ***** ********** ********** ********** ***** ** 

301 : TCTGCCTGTC TCAATTTCGC TGACTCGGCT TGGCGGCTAC GAATCCCGGA ATCAACCTGT 



352 : GCCAAGGATA TCCAAAAAGC GGCTGCTGAA GCGGCGTTGG CTTTTCAAGA TGAGACGTGT 
******** * ******* ** *** ****** ** ****** ********* ***** **** 
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361 : GCCAAGGAAA TCCAAAAGGC GGCGGCTGAA GCCGCGTTGA ATTTTCAAGA TGAGATGTGT 

412 : GATACGACGA CCACGAATCA TGGCCTGGAC ATGGAGGAGA CGATGGTGGA AGCTATTTAT 
*** ***** * *** *** ** *** ********** * ******* ********* 
421 : CATATGACGA CGGATGCTCA TGGTCTTGAC ATGGAGGAGA CCTTGGTGGA GGCTATTTAT 

472 : ACACCCGAAC AGAGCGAAGG TGCGTTTTAT ATGGATGAGC AGACAATGTT TGGGATGCCG 
** ******* ***** ttt ********** ******** * ** * ***** ****** * 
481 : ACGCCGGAAC AGAGCCAAGA TGCGTTTTAT ATGGATGAAG AGGCGATGTT GGGGATGTCT 

532 : ACTTTGTTGG ATAATATGGC TGAAGGCATG CTTTTACCGC CGCCGTCTGT TCAATGGAAT 

* ******** **** ***** ***** *** ********* ******* ** ********* 
541 : ACTTTGTTGG ATAACATGGC CGAAGGGATG CTTTTACCGT CGCCGTCGGT TCAATGGAAC 

592 : CATAATTATG ACGGCGAAGG AGATGGTGAC GTGTCGCTTT GGAGTTACTA A 
****** ** * * *** ** ***** **** ***** * * **** ** ** * 
601 : TATAATTTTG ATGTCGAGGG AGATGATGAC GTGTCCTTAT GGAGCTATTA A 

++++++ 

Sequence 1 : DRE61B. nuc 

Size : 642 

Matching Position : 1-642 

Sequence 2 : DREB1D. nuc 

Size : 675 

Matching Position : I - 675 

Matching Condi t ion. 

Matches -I 

Mismatches : I 
Gaps I 

*IW : 2 

Matching 68. 88 [%] 

Weight : -234 



1 : ATGAACTCAT TT TCAGC TTTTTCTGAA ATGTTT GGCTCCCA TTA-CGAGC- 

***** *** ** ****** ** **** ****** * * ** * 

1 : ATGAATCCAT TTTACTCTAC ATTCCCAGAC TCGTTTCTCT CAATCTCCGA TCATAGATCT 

50 . . — CTC AAGGCGGAGA TTATTGTCCG ACGTTGGCCA CGAGTTGTCC GAAGAAACCG 

* **************** * ******** ******* 
61 : CCGGTTTCAG ACAGTAGTGA GTGTTCACCA AAGTTAGCTT CAAGTTGTCC AAAGAAACGA 

103 : GCGGGCCGTA AGAAGTTTCG TGAGACTCGT CACCCAATTT ACAGAGGAGT TCGTCAAAGA 
** ** * * ********** ****** *** ** ** **** ********** ****** ** 

121 : GCTGGGAGGA AGAAGTTTCG TGAGACACGT CATCCGATTT ACAGAGGAGT TCGTCAGAGG 

163 : AACTCCGGTA AGTGGGTTTC TGAAGTGAGA GAGCCAAACA AGAAAACCAG GATTTGGCTC 

** ** **** * ******* ****** *** ***** ** * ***** * ** ******* * 
181 : AATTCTGGTA AATGGGTTTG TGAAGTTAGA GAGCCTAATA AGAAATCTAG GATTTGGTTA 

223 : GGGACTTTCC AAACCGCTGA GATGGCAGCT CGTGCTCACG ACGTCGCTGC ATTAGCCCTC 

** ***** * ** * *** ***** «** ******** * * ** ***** ***** ** 
241 : GGTACTTTTC CGACGGTTGA AATGGCTGCT CGTGCTCATG ATGTTGCTGC TTTAGCTCTT 

283 : CGTGGCCGAT CAGCATGTCT CAACTTCGCT GACTCGGCTT GGCGGCTACG AATCCCGGAG 
***** ****** ***** *** ****** ** ** **** ******* ** ** ** *** 
301 : CGTGGTCGCT CTGCTTGTCT CAATTTCGCT GATTCTGCTT GGCGGCTTCG TATTCCTGAG 
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343 : TCAACATGCG CCAAGCATAT CCAAAAAGCG GCTGCTGAAG CGCCGTTGCC TTTTCAAGAT 
* ** ** * ***** ** ** ***** ** ****** * ** **** ***** ** 
361 : ACTACTTGTC CTAAGGAGAT TCAGAAAGCT GCGTCTGAAG CTGCAATGGC GTTTCAGAAT 



403 : GAGAC GTGTGA — TACGACGACC AC-GAATCA- TGCCCTGGAC A-TGGAGGAG 

***** * * ** ***** * ** ** ** * * * ***** * 

421 : GAGACTACGA CGGAGGGATC TAAAACTGCG GCGGAGGCAG AGGAGGCGGC AGGGGAGGGG 

451 : ACGATGGTGG AAGCTATTTA TACACCGGAA CAGAGCGAAG GTGCGTTTTA TATGGATGAG 

******** * *** **** * * *** ****** ********* 

481 : GTGAGGGAGG GGGAGAGGAG GGCGGAGGAG CAGAATGGTG GTGTGTTTTA TATGGATGAT 

511 : GAGACAATGT TTGGGATGCC GACTTTGTTG GATAATATGG CTGAAGGCAT GCTTTTACCG 
ttt t ttt ******** * ** ** ** ******* * ** ** ** ****** *** 
541 : GAGGCGCTTT TGGGGATGCC CAACTTTTTT GAGAATATGG CGGAGGGGAT GCTTTTGCCG 

571 : CCGCCGTCTG TTCAATGGAA TCATAATTAT GACGGCGAAG GAGATGGTGA CGTGTCGCTT 

****** * tt ***** ***** * *** ** * *** ***** ****** ** 
601 : CCGCCGGAAG TTGGCTGGAA TCATA AC GACTTTGACG GAGTGGGTGA CGTGTCACTC 



631 : TG6AGTT ACTAA 

******* * ttt 

653 : TG6AGTTTTG ACGAGTAA 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Matching Position 
Matching Condition. 



DREBIB. nuc 
642 

1 642 



DREB1E. nuc 
546 



546 



Hatches 
Hi snatches 
Gaps 
*H+ 



Hatching 
Weight 



53.38 DO 
2 



1 : ATGAACTCAT TTTCAGCTTT TTCTGAAATG TTTGGCTCCG ATTACGAGCC TCAAG6CGGA 
*** **** ***** * * * ****** 
1 : ATG GAAA ACGACG AT ATCA CCGTGCCGGA 

61 : GATTATTGTC CGACGTTGGC CACGAGTTGT CCGAAGAAAC CGGCGGGCCG TAAGAAGTTT 

*** ** ** ** ***** * ** ** ** * ** ** 
30 : GAT GA —AG CCAAAGAAGC GTGCTGGACG GAGGATTTTC 



121 : CGTGAGACTC GTCACCCAAT TTACAGAGGA GTTCGTCAAA GAAACTCCGG TAAGTGGGTT 
***** * ********** ******** ***** * * ** ** ** ***** 

67 : AAGGAGACAC GTCACCCAAT CTACAGAGGC GTGCGGCGTA GGGACGGCGA CAAATGGGTA 



181 : TCTGAAGTGA GAGAGCCAAA CAAGAAAACC AGGATTTGGC TCGGGACTTT CCAAACCGCT 

* ***** ****** * * * * **** **** **** * ** ** 

127 : TGCGAAGTCC GTGAACCGAT TCATCAGCGT CGAGTCTGGC TCGGAACTTA TCCGACGGCA 



241 : GAGATGGCAG CTCGTGCTCA CGACGTCGCT GCATTAGCCC TCCGTGGCCG ATCAGCATGT 
** ***** * * ******** ****** ** * ********** *** ** *** 
187 : GATATGGCCG CACGTGCTCA CGACGTGGCG GTTCTTGCTC TGCGCGGGAG ATCCGCGTGT 
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301 : CTCAACTTCG CTGACTCGGC TTGGCGGCTA CGAATCCCGG AGTCAAC — A TGCGCCAAGG 
* ** *** * ** ** ** **** ** * * * **** ******** * * 
247 : TTGAATTTCT CCGATTCTGC TTGGAGGTTG CCGGTGCCGG CATCCACTGA TCCGGACACG 

359 : AT-ATCCAAA AAGCGGCTGC TGAAGCGGCG TTGGCTTTTC AAGATG-AGA CGTGTGATAC 
***** **** ** ***** *** ********* ** * *** 
307 : ATCAGGCGCA CGGCGGC CGAAGCAGCG -GAGATGTTC AGGCCGCCGG AGTTTAGTAC 

417 : GACGACCACG AATCATGGCC T-GGACATGG AG GAGAC GATGGTGGAA GCTATTTATA 

* *** ******** * ** ** ** * ** *** * * 

363 : AGGAATTACG -GTTTTACCC TCAGCCAGTG AGTTTGACAC GTCGGATGAA G GAGT 



473 : CACCGGAACA GAGCGAAGGT GCGTTTTATA TGGATGAGGA GACAATGTTT GGGATGCCGA 
* * **** ****** * * ***** ***** * *** * 

417 : CGCTGGAA TGATGAT GAG GC TCGCGGAGGA GCCGTTGATG TCGCCGCCAA 



533 : CTTTGTTGGA TAATATGGCT GAAGGCATGC TTTTACCGCC GCCGTCTGTT CAATGGAATC 
* ** * *** * *** *** ** *** * **** 

467 : GATCGTACAT TGATA T GAA— TAC GAGTGTGTA C-GTGGACGA 



593 : ATAATTATGA CGGCGAAGGA GATGGTGACG TGTCGCTTTG GAGTTACTAA 
****** **** ** **** ***** ********** 

507 : AGAAATGTG- TTACGAA GATT TGTCACTTTG GAGTTACTAA 



++++++ 



Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Hatching Posi tion 
Hatching Condition. 



DREB1B. nuc 
642 

1 - 642 



DREB1F. nuc 
630 
1 



630 



Hatches 
Mismatches 
Gaps 
*N+ 

Hatching 
Weight 



-1 
1 
1 

2 

56.23 [X] 
-34 



ATGAACTCAT TTTCAGCTTT TTCTGAAATG TTTGGCTCCG ATTACGAGCC TCAAGGCGGA 
***** * ** * * ** **** ****** 
ATGAA-TAAT GATGATATTA TTCT GGCGGA 

GATTATTGTC CGACGTTGGC CACGAGTTGT CCGAAGAAAC CGGCGGGCCG TAAGAAGTTT 
*** ** * ** ***** * ***** * * **** 
GAT GA GG CCTAAGAAGC GTGCGGGAAG GAGAGTGTTT 

CGTGAGACTC GTCACCCAAT TTACAGAGGA GTTCGTCAAA GAAACTCCGG TAAGTGGGTT 

***** * ******** * ********* ******** * ** ***** 
AAGGAGACAC GTCACCCAGT TTACAGAGGC ATAAGGCGGA GGAACGGTGA CAAATGGGTC 

TCTGAAGTGA GAGAGCCAAA CAAGAAAACC AGGATTTGGC TCGGGACTTT CCAAACCGCT 
* ***** * **** ** * ***** ******* ********* * ** ** 
TGCGAAGTCA GAGAACCGAC GCACCAACGC CGCATTTGGC TCGGGACTTA TCCCACAGCA 

241 : GAGATGGCAG CTCGTGCTCA CGACGTCGCT GCATTAGCCC TCCGTGGCCG ATCAGCATGT 
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** ******* * ***** ** ****** ** * ***** * * ***** * *** ****** 
137 : GATATGGCAG CGCGTGCACA CGACGTGGCG GTTTTAGCTC TGCGTGGGAG ATCCGCATGT 

301 : CTCAACTTCG CTGACTCGGC TTGGCGGCTA CGAATCCCGG AGTCAACATG CGCC-AAGGA 
* tt **** * ***** ** ********* * * **** * ** * *** ** * * 

247 : TTGAATTTCG CCGACTCCGC TTGGCGGCTT CCGGTGCCGG AATCCA-ATG ATCCGGATGT 

360 : TATCCAAAAA GCGCCTGCT6 AAGCGGCGTT GGCTTTTCAA GATGAGACGT GTGATACGAC 

** ** * * ** ** * **** *** * *** ****** 
306 : GATAAGAAGA GTTGCGGCGG AAGCTGCGGA GATGTTTAGG CCGGTGGATT TAGAAAGTGG 



420 : GACCACGAAT CATGGC CTGGACATG- -GAGGA GACGATGGT GG — AAG 

***** * ** * *** *** * *** * **** ** * 

366 : AATTACGGTT TTGCCTTGTG CGGGAGATGA TGTGGATTTG GGTTTTGGTT CGGGTTCCGG 



464 : CTAT — TTAT ACACCGGAAC AGAGCGAAGG TGCGT-TTTA TATGGATGAG GAGACAATGT 

***** * **** **** *** * * * ** ******* * ***** * * 
426 : CTCTGGTTCG GGATCGGAGG AGAG-GAA — TTCTTCTTCG TATGGATTTG GAGACTACG- 



521 : TTGGGATGCC GACTTTGTTG GATAATA-TG GCTGAAGG — CA-TGCTTTT ACCGCCGC— 

* * * ** ************** ***** ******* 
482 : AAGAAGTCTC AACGACGAT- GATGAGACTC GCGGAGGGGC CACTAATGTC GCCGCCGCGA 



575 : -CGTCTGTTC AA TGGAA TCATAATTAT G ACGG CGAAGGAGAT G-GT 

*** * * ** ** ** ****** **** * ***** * ** 

541 ; TCGTATATGG AAGACATGAC TCCTACTAAT GTTTACACGG AAGAAGAGAT GTGTTATGAA 

619 : GACGTGTCGC TTTGGAGTTA C — TAA 

tt **** * ******** * *** 
60! : GATATGTCAT TGTGGAGTTA CAGATATTAA 

HUH 

Sequence I : DREB1C. nuc 

Size 651 

Hatching Position : 1-651 

Sequence 2 : DREB1D. nuc 

Size 675 
Hatching Position : 1-675 

Hatching Condition. 

Hatches -1 

Mismatches t 

Gaps 1 

*M+ 2 

Matching 68.34 [X] 

Height : -233 



I : ATGAACTCAT TT TCTGC CTTTTCTGAA ATGTTT GGCTCCGA TTACGAGTCT 

***** *** tt *** * ** * ** **** ****** * * *** 

1 : ATGAATCCAT TTTACTCTAC ATTCCCAGAC TCGTTTCTCT CAATCTCCGA TCATAGATCT 



52 : CCGGTTTCCT CAGGCGGTGA TTACAGTCCG AAGCTTGCCA CGAGCTGCCC CAAGAAACCA 
******** * **** * ** *** * ** * ** ** ** ******* * 

61 : CCGGTTTCAG ACAGTAGTGA GTGTTCACCA AAGTTAGCTT CAAGTTGTCC AAAGAAACGA 



112 : GCGGGAAGGA AGAAGTTTCG TGAGACTCGT CACCCAATTT ACAGAGGAGT TCGTCAAAGA 

** ** **** ********** ****** *** ** ** **** ********** ****** ** 
121 : GCTGGGAGGA AGAAGTTTCG TGAGACACGT CATCCGATTT ACAGAGGAGT TCGTCAGAGG 
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172 : AACTCCGGTA AGTGGGTGTG TGAGTTGAGA GAGCCAAACA ACAAAACGAG GATTTGGCTC 

** ** **** * ***** ** *** * *** ***** ** * ***** * ** ******* * 
181 : AATTCTGGTA AATGGGTTTG TGAAGTTAGA GAGCCTAATA AGAAATCTAG GATTTGGTTA 



232 : GGGACTTTCC AAACCCCTGA GATGGCAGCT CGTGCTCACG ACGTCGCCGC CATAGCTCTC 

** ***** * ** * *** ***** *** ******** ****** ** ******* 
241 : GGTACTTTTC CGACGGTTGA AATGGCTGCT CGTGCTCATG ATGTTGCTGC TTTAGCTCTT 



292 : CGTGGCAGAT CTGCCTGTCT CAATTTCGCT GACTCGGCTT GGCGGCTACG AATCCCGGAA 

***** * * **** ***** ********** ** ** **** ******* ** ** ** ** 
301 : CGTGGTCGCT CTGCTTGTCT CAATTTCGCT GATTCTGCTT GGCCGCTTCG TATTCCTGAG 

352 : TCAACCTGTG CCAAGGAAAT CCAAAAGGCG CCGGCTGAAG CCGCGTTGAA TTTTCAAGAT 
* ** *** * ***** ** ** ** ** .*** ****** * ** ** ***** ** 
361 : ACTACTTGTC CTAAGGA6AT TCAGAAAGCT GCGTCTGAAG CTGCAATGGC GTTTCAGAAT 

412 : GAGA TGT6TCATA TGA CG ACGGATGCTC ATGGTCTTGA CA-TGGAGGA 

**** ( ****** *t **** ***** * ** ***** 

421 : GAGACTACGA CGGAGGGATC TAAAACTGCG GCGGAGGCAG A-GGAGGCGG CAGGGGAGGG 

459 : GACCTTGGTG GAGGCTATTT ATACGCCGGA ACAGAGCCAA GATGCGTTTT ATATGGATGA 

* ******* ** *** **** * ** ***** ********** 

480 : GGTGAGGGAG GGGGAGAGGA GGGCGGAGGA GCAGAATGGT GGTGTGTTTT ATATGGATGA 

519 : AGAGGCGATG TTGGGGATGT CTAGTTTGTT GGATAACATG GCCGAAGGGA TGCTTTTACC 
****** * ********* ****** ** ** *** ** ** **** ******* ** 
540 : TGAGGCGCTT TTGGGGATGC CCAACTTTTT TGAGAATATG GCGGAGGGGA TGCTTTTGCC 

579 : GTCGCCGTCG GTTCAATGGA ACTATAATTT TGATGTCGAG GGACATGATG ACGTGTCCTT 

* ***** *** **** * **** ** * ** **** * ** ******* * 

600 : GCCGCCGGAA GTTGGCTGGA ATCATAA — CGACTTTGAC GGAGTGGGTG ACGTGTCACT 

639 : ATGGAG CTATTAA 

***** * * *** 

657 : CTGGAGTTTT GACGAGTAA 



++++++ 

Sequence 1 : DREB1C. nuc 
Size 651 

Hatching Position : 1-651 

Sequence 2 : DREB1E. nuc 
Size 546 

Hatching Position : 1-546 

Hatching Condition. 

Hatches -I 

Hi snatches : 1 
Gaps 1 
*Nf 2 

Hatching : 54.95 [*3 

Weight : 1 



1 : ATGAACTCAT TTTCTGCCTT TTCTGAAATG TTTGGCTCCG ATTACGAGTC TCCGGTTTCC 

*** **** * ** ** ** *** 
1 : ATG GAAA ACGACG AT ATC ACCG 

61 : TCAGGCGGTG ATTACAGTCC GAAGCTTGCC ACGAGCTGCC CCAAGAAACC AGCGGGAAGG 
***** * ** **** * * ***** * ** *** ** 
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23 : — TGGCGGAG AT GAAC C CAAAGAAGCG TCCTGGACGG 

121 : AAGAAGTTTC GTGAGACTCG TCACCCAATT TACAGAGGAG TTCGTCAAAG AAACTCCGGT 

* tt tt ***** ** ********* ******** ******* ** ** 
SB : AGGATTTTCA AGGAGACACG TCACCCAATC TACAGAGGCG TGCGGCGTAG GGACGGCGAC 

181 : AAGTGGGTGT GTGAGTTGAC AGAGCCAAAC AAGAAAACGA CGA-TTTGGC TCGGGACTTT 
** ***** *********** * * ** ** * **** **** **** 

118 : AAATGGGTAT GCGAAGTCCG TGAACCGATT CA-TCAGCGT CGAGTCTCGC TCGGAACTTA 

240 : CCAAACCGCT GAGATGGCAG CTCGTGCTCA CGACGTCGCC GCCATAGCTC TCCGTGGCAG 

* ** ** ** ***** * * ******** ****** ** * * **** * ** ** ** 
177 : TCCGACGGCA GATATGGCCG CACGTGCTCA CGACGTGGCG GTTCTTGCTC TGCGCGGGAG 

300 : ATCTGCCTGT CTCAATTTCG CTGACTCGGC TTGGCGGCTA CGAATCCCGG AATCAACCTG 
*** ** **t * ****** * ** ** ** **** ** * * * **** *** * *** 
237 : ATCCGCGTGT TTGAATTTCT CCGATTCTGC TTGGAGGTTG CCGGTGCCGG CATCCA-CTG 

360 : TGCCAAGGAA ATCCAAAAGG CGGCGG CTGAAGCCGC GTTGAATTTT CAAGATGAGA 

** *** * * * *** ****** * ***** ** * * ** ***** * 
296 : ATCC— GGAC A-CGATCAGG CGCACGGCGG CCGAAGCAGC GGAG-ATGTT CAGGCCG-CC 

416 : TGTGTCATAT GACGACGGAT GCTCATGGTC TTGACATGGA GGAGACCTTG GTGGAGGCTA 

* ** ** ** *** ***** ** * * ** ** ** *** 

351 : GGAGT-TTAG TAC — AGGA- -ATTACGGTT TTACCCT CAG-CC — A GT-GAG — T 

476 : TTTATACGCC GGAACAGAGC CAAGATGCGT TTTATATGGA TGAAGAGGCG ATGTTGGGGA 
** * *** * *** ** ******* ** ** *** ***** * * *** 

395 : TTGACACGTC GGA— TGA AGGAGTCGC TGGA-AT-GA TGATGAGGC TCGCGGA 

536 : TGTCTAGTTT GT-TGGATAA CATGGCCGAA GGGATGCTTT TACCGTCGCC GTCGGTTCAA 

* ****** ****** ****** ***** 

444 : GGAGCCGTTG ATGTCGCCGC CAAGATCGTA -CATTGATAT GA — ATACGA GTGTGTAC-G 

595 : TGGAACTATA ATTTTGATCT CGAGGGAGAT GATGACGTGT CCTTATGGAG CTATTAA 
**** * * * **** * * ** ** *** * * ***** ** *** 

500 : TGGACGAAGA A ATGT GTTAC GAAGATTTGT CACTTTGGAG TTACTAA 

Sequence 1 : DREB1C. nuc 

Size 651 
Matching Position : 1 - 651 

Sequence 2 : DREB1F. nuc 

Size 630 
Matching Position : 1 - 630 

Matching Condition. 

Matches : -1 

Mi snatches 1 

Gaps : 1 

*N+ : 2 

Matching 56.10 M 

Weight : -35 



ATGAACTCAT TTTCTGCCTT TTCTGAAATG TTTGGCTCCG ATTACGAGTC TCCGGTTTCC 
***** **** * t ** ** 
ATGAA TAATG AT G AT ATTAT 
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61 : TCAGGCGGTG ATTACAGTCC GAAGCTTGCC ACGAGCTGCC CCAAGAAACC AGCGGGAAGG 



121 : AAGAAGTTTC GTGAGACTCG TCACCCAATT TACAGAGGAG TTCGTCAAAG AAACTCCGGT 

* **** ***** ** ******* ** ******** * * * ** ttt * 
58 : AGAGTGTTTA AGGAGACACG TCACCCAGTT TACAGAGGCA TAACGCGCAG GAACGGTGAC 



1B1 : AAGTGGGTGT GTGAGTTGAG AGAGCCAAAC AAGAAAACGA GGATTTGGCT CGGGACTTTC 

** ***** * * ** * ** *** ** * * ** * ******** ******** 
118 : AAATGGGTCT GCGAAGTCAC AGAACCGACG CACCAACGCC GCATTTCCCT CGGGACTTAT 



241 : CAAACCGCTG AGATGGCAGC TCGTGCTCAC GACGTCGCCG CCATAGCTCT CCGTGGCAGA 
* ****** ******** ***** *** ***** ** * ******* ***** *** 
178 : CCCACAGCAG ATATGGCAGC GCGTGCACAC GACGTGGCGG TTTTAGCTCT GCGTGGGAGA 



301 : TCTGCCTGTC TCAATTTCGC TGACTCGGCT TCGCGGCTAC GAATCCCGGA ATCAACCTGT 
** ** *** * ******** ***** *** ******** * * ******** * * 

238 : TCCGCATGTT TGAATTTCGC CGACTCCGCT TGGCGGCTTC CGGTGCCGGA ATCCAATGAT 



361 : GCCAAGGAAA TCCAAAAGGC GGCGGCTGAA GCCGCGTTGA ATTTTCAAGA TG — AGATGT 
***** ** * ***** *** ** *** ******* * *** * 
298 : CCGGATGTGA TAAGAAGAGT TGCGGCGGAA GCTGCGGAG- ATGTTTAGGC CGGTGGATTT 



419 : GTCATATG — ACGACGGATG CTCATGGT-C TTGACATG — GAGGA G ACCTTGGTGG 

* ** * **** * ***** ** *** * *** * ***** 

357 : AGAAACTGGA ATTACGGTTT TGCCTTGTGC GGGAGATGAT GTGGATTTGG GTTTTGGTTC 



470 : AGGCTATTTA TACG — CCG GAACAGAGCC AAG— ATGCG T-TTTATATG GATGAAGAGG 

** * ******* *** ** ** * * ** **** *** *** 
417 : GGGTTCCGGC TCTGGTTCGG GATCGGAGGA GAGGAATTCT TCTTCGTATG GATTTGGAGA 



524 r CGATGTTGGG GATGTCTAGT TTGTTGGATA ACA-TGGCCG AAGGGATGCT TTTACCGTCG 

* * * * ***** *************** ** * ** ** 

477 : CTACGAAGAA G-TCTCAACG ACGAT-GATG AGACTCGCGG AGGGGCCACT AATGTCGCCG 

583 : CCGTCGGT — TCAATGGAA C TA-TAATTTT GATCTCGAGG — GAGATG — 

**< ** * * ****** * ** **** ** * ** * ****** 

535 : CCG-CGATCG TATATGGAAG ACATGACTCC TACTAATGTT TACACGGAAG AAGAGATGTG 



626 : — ATGACG TGTCCTTAT GG AG CTATTAA 

**** * **** ** * ** ** ****** 

594 : TTATGAAGAT ATGTCATTGT G6AGTTACAG ATATTAA 



21 



** ***** * ** 
TCTGGCGGAG AT- 



** * * * ***** * ********* 
— GA GGC CTAAGAAGCG TGCGGGAAGG 



HI M l 



Sequence 1 

Size 

Hatching Posi lion 



DREB1D. nuc 
675 
1 - I 



675 



Sequence 2 

Size 

Hatching Position 



DREB1E. nuc 
546 
1 - 



546 



Hatching Condition. 



Hatches 
Mismatches 
Gaps 
*N+ 



-1 



2 



Matching 
Weight 



51.26 [30 



29 



tiiiiE#2 0 0 4 



-3021234 



#il 2003-071082 



^-v: 15/ 



[02-14] 

"0009114 



1 : ATGMTCCAT TTTACTCTAC ATTCCCAGAC TCCTTTCTCT CAATCTCCGA TCATAGATCT 

*** ** ** * *** * *** 
1 : ATG GA -AAACGACGA T ATCA 



61 : CCGGTTTCAG ACAGTAGTGA GTGTTCACCA AAGTTAGCTT CAAGTTGTCC AAAGAAACGA 

******* ** * *** ** ****** ** 
20 : CC-GTGGCGG A GA T GAAG CC AAAGAAGCGT 



121 : GCTGGGAGGA AGAAGTTTCG TGAGACACGT CATCCGATTT ACAGAGGAGT TCGTCAGAGG 

***** *** ** ** ********* ** ** ** * ******* ** ** * *** 

49 : GCTGGACGGA GGATTTTCAA GGACACACGT CACCCAATCT ACAGAGGCGT GCGGCGTAGG 

181 :■ AATTCTGGTA AATGGGTTTG TGAAGTTAGA GAGCCTAATA AGAAATCTAG GATTTGGTTA 

* * * ******* ** ***** ********* * * ***** 

109 : GACGGCGACA AATGGGTATG CGAAGTCCGT 6AACCGATTC ATCAGCGTCG AGTCTGGCTC 

241 : GGTACTTTTC CGACGGTTGA AATGGCTGCT CGTGCTCATG ATGTTGCTGC TTTAGCTCTT 

** **** ** ****** ** ***** ** ******** ******* * * ***** 

169 : GGAACTTATC CGACGGCAGA TATGGCCGCA CGTGCTCACG ACGTGGCGGT TCTTGCTCTG 

301 : CGTGGTCGCT CTGCTTGTCT CAATTTCGCT GATTCTGCTT GGCGGCTTCG TATTCCT6AG 

** ** ***** *** * ****** * ********** ****** * ** * 

229 : CGCGGGAGAT CCGCGTGTTT GAATTTCTCC GATTCTGCTT GGAGGTTGCC GGTGCCGGCA 



361 : ACTACTTGTC CTAAGGAGAT TCAGAAAGCT GCGTCTGAAG CTGCAATGGC GTTTCAGAAT 

* *** ******* * * *** * **** * ** * % %%%%% 

289 : TCCACTGATC CGGACACGAT CAGGCGCACG GCGGCCGAAG CAGCGGAGAT G-TTCAG — 

421 : GAGACTACGA CGGAGGGATC TAAAACTGCG GCGGAGGCAG AGGAGGCGGC AGGGGAGGGC 

** ***** ******* * * * ******* 

345 : GCCGC CGGAG TT TAGTACAG-G AATTA — CGG TTTTACCCTC AGCCAGT6A 

481 : GTGAGGGAGG GGGAGAGGAG GGCGGAGGAG CAGAATGGTG GTGTGTTTTA TATGGATGAT 

***** ********** ***** ***** * * ** 

393 : GTTTGACACG TCG-GATGAA GGACTCGCTG — GAATGATG ATGAG GCTCGCGGAG 



541 : GAGGCGCTTT TGGGGATGCC CAACTTTTTT GAGAATATGG CGGAGGGGAT GCTTTTGCCG 

*** ** * ********* **** * ** * ** 
445 : GAGCCGTTGA TGTCGCCGCC AAGATCGTAC ATTGATAT GAAT ACGAGTG 



601 : CCGCCGGAAG TTGGCTGGAA TCATAACGAC TTTGACGGAG TGGGTGACGT GTCACTCTGG 
********* ** * ****** ** * ****** *** 

494 : TGTACG TGGAC — GAA — GAAATG — TGTTACGAA GATTT GTCACTTTGG 



661 : AGTTTTGACG AGTAA 
**** * *** 

538 : AGTT ACTAA 



Till It 

Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Hatching Position 
Matching Condition. 



DREB1D. nuc 
675 

1 - 675 

0REB1F. nuc 
630 

1 - 630 



tBIHf 2 004-3021234 



#11 2003-071082 



^-v: 16/ 



[12-15] 



Watches 
Mi snatches 
Gaps 
*N+ 

Matching 
Weight 



-I 
1 
1 

2 

54.92 
-24 



"0009114 



ATGAATCCAT TTTACTCTAC ATTCCCAGAC TCGTTTCTCT CAATCTCCGA TCATACATCT 
****** *** ** * *** * 
ATGAAT AAT GA TGATATTATT 



61 : CCGGTTTCAG ACAGTAGTGA GTGTTCACCA AAGTTAGCTT CAAGTTGTCC AAAGAAACGA 
********** * ** ***** ** 

22 : CTGG CGG AGA TGA GGCC TAAGAAGCGT 



121 : GCTGGGAGGA AGAAGTTTCG TGAGACACGT CATCCGATTT ACAGAGGAGT TCGTCAGAGG 
** ** **** **** ********* ** ** *** ******* * * * **** 
49 : GCGGGAAGGA GAGTGTTTAA GGAGACACGT CACCCAGTTT ACAGAGGCAT AAGGCGGAGG 



181 : AATTCTGGTA AATGGGTTTG TGAAGTTAGA GAGCCTAATA AGAAATCTAG GATTTGGTTA 

** ** * ******* ** ***** *** ***** * ** * ****** * 
109 : AACGGTGACA AATGGGTCTG CGAAGTCAGA GAACCGAC6C ACCAACGCCG CATTTGGCTC 

241 : GGTACTTTTC CGACGGTTGA AATGGCTGCT CGTGCTCATG ATGTTGCTGC TTTAGCTCTT 

** **** ** * ** * ** ***** ** ***** ********* ********* 
169 : GGGACTTATC CCACAGCAGA TATGGCAGCG CGTGCACACG ACGTGGCGGT TTTAGCTCTG 

301 : CGTGGTCGCT CTGCTTGTCT CAATTTCGCT GATTCTGCTT GGCGGCTTCG TATTCCTCAG 
***** ********* ******** ******** ********* * ** ** 

229 : CGTGGGAGAT CCGCATGTTT GAATTTCGCC GACTCCGCTT GGCGGCTTCC GGTCCCGGAA 

361 : ACTACTTGTC CTAAGGAGAT TCAGAA-AGC TGCGTCTGAA GCTGCAATGG CGTTTCAGAA 

*** *** **** * **** ** **** * *** ***** t **** * 
289 : TCCAATGATC CGGATGTGA- TAAGAA6AGT TGCGGCGGAA GCTGCGGAGA TGTTTAGGCC 

420 : TC-AGACTAC GACGGAGGCA TCTAAAACTG CGGC — GGA GGCAGAGGAG GCGG-CAGGG 
* ** * ********* * * * *********** ** 
348 : GGTGGATTTA GAAAGTGGAA T-TACGGTTT TGCCTTGTGC GGGAGATGAT GTGGATTTGG 



475 : GAGGGGGTGA GGG AGGG GGAGAGGAGG G — CGGAGGA GCAGAATGGT GGTGTGTTTT 

* *** *** tt * ** * ******* * **** * * ** 

407 : GTTTTGGTTC GGGTTCCGGC TCTGGTTCGG GATCGGAGGA GAGGAAT TCTTCTTC 

530 : ATATGGATGA TGAGGCCCTT TTGGGGATG- CCCAACTTTT TTGA-GAATA TGGCGGAGGG 
******* *** * * ***** **** *** ** * ******** 
462 : GTATGGATTT GGAGAC T ACGAAGAAGT CTCAACGACG ATGATGAGAC TCGCGGAGGG 



588 : GATGCTTTTG CCGCCGCCG- GAAGTTGGCT GGAA-TCATA A — CGAC TTTGAC 

* ** ** ******** ** * * **** *** * * ** ** tt 

519 : GCCACTAATG TCGCCGCCGC GATCGTATAT GGAAGACATG ACTCCTACTA ATGTTTACAC 



637 : GGA GTG G GTGACGTGTC ACTCTGGAGT TTTGACGAGT AA 

*** *** * ** **** * * ****** * * * ** 

579 : GGAAGAAGAG ATGTGTTATG AAGATATGTC ATTGTGGAGT TACAGATATT AA 



f+H+t 

Sequence 1 : DREB1E. nuc 

Size ; 546 



ttlfiE#2 004-3021234 



#SI 2003-071082 



^-v: 17/ 



[0 2- 1 6] 



0009114 



Hatching Position : 



1 - 



Sequence 2 : 
Size : 
Matching Position : 



: DREB1F. nuc 
630 

: I - i 



630 



Matching Condi tion. 



Matches 
Mismatches 
Gaps 
*N+ 



-1 



2 



Matching 
Weight 



-221 



69.26 



1 : ATGGAAAACG ACGATATCAC CGTGGCGGAG ATGAAGCCAA AGAAGCCTGC TGGACGGAGG 
*** * ** * * ***** * ******** **** *** * ********** *** **** 
1 : ATGAATAATG A7GATATTAT TCTGGCGGAG ATGAGGCCTA AGAAGCCTGC GGGAAGGAGA 



61 : ATTTTCAAGG AGACACGTCA CCCAATCTAC AGAGGCGTGC GGCGTAGGGA CGGCGACAAA 
* ** **** ********** **** * *** ****** * **** *** * *** ****** 
61 : GTGTTTAAGG AGACACGTCA CCCAGTTTAC AGAGGCATAA GGCGGAGGAA CGGTGACAAA 



121 : TGGGTATGCG AAGTCCGTGA ACCGATTCAT CAGCGTCGAG TCTGGCTCGG AACTTATCCG 

***** **** ***** * ** ***** ** ** ** ** * ******** ******** 
121 : TGGGTCTGCG AAGTCAGAGA ACCGACGCAC CAACGCCGCA TTTGGCTCGG GACTTATCCC 



181 : ACGGCAGATA TGGCCGCACG TGCTCACGAC GTGGCGGTTC TTGCTCTGCG CGGGAGATCC 
** ******* **** ** ** *** ****** ********* * ******** ********* 
131 : ACAGCAGATA TGGCAGCGCG TGCACAC6AC GTGGCGGTTT TAGCTCTGCG TGGGAGATCC 



241 : GCGTGTTTGA ATTTCTCCGA TTCTGCTTGG AGGTTGCCGG TGCCGGCATC CACTGATCCG 
** ******* ***** **** ** ****** ** * **** ****** *** ** ******* 
241 : GCATGTTTGA ATTTCGCCGA CTCCGCTTGG CGGCTTCCGG TGCCGGAATC CAATGATCCG 



301 : GACACGATCA GGCGCACGGC GGCCGAAGCA GCGGAGATGT TCAGGCCGCC GGAGTTTAG- 
** ***** * ** *** ***** ********** * ****** *** ***** 
301 : GATGTGATAA GAAGAGTTGC GGCGGAAGCT GCGGAGATGT TTAGGCCGGT GGA-TTTAGA 



360 : TACAGGAATT ACGGTTTTAC CCTCAGC— C AG TGAGTT T 

* ****** ******** ******* ** *** * 

360 : AAGTGGAATT ACGGTTTTGC CTTGTGCGGG AGATGATGTG GATTTGGGTT TTGCTTCGGG 



397 : GACA CGT-CGGAT - 



420 : TTCCGGCTCT GGTTCGGGAT CGGAGGAGAG GAATTCTTCT TCGTATGGAT TTGGAGACTA 



409 : -GAAGGAGTC GCTGGAATGA TGATGAGGCT CGCGGAGGAG CCGTTGATGT CGCCGCCAAG 
**** **** * * ** ******* ** ******** * ** * **** ******* * 
460 : CGAAGAAGTC TCAACGACGA TCATGAGACT CGCGGAGGGG CCACTAATGT CGCCGCCGCG 



468 : ATCGTACAT TGATATGA — ATACGAG TGTGTACGTG GACGAAGAAA TGTGTTACGA 

****** ** ** **** *** * *** *** * ** ***** * ******* ** 

540 : ATCGTATATG GAAGACATGA CTCCTACTAA TGTTTACACG GAAGAAGAGA TGTGTTATGA 



522 : AGATTTGTCA CTTTGGAGTT AC TA A 

**** ***** * ******* ** ** * 

600 : AGATATGTCA TTGTGGAGTT ACAGATATTA A 



*** **** 



ttifl# 2004-3021234 



mm 2003-071082 



^-v: 18/ 



[EI3 - 1 ] 



[GENETYX-MAC: Maximum Matching ] 
Date ; 2003.03.03 



0046368 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Matching Position 

Hatching Condition. 

Matches 
Mi snatches 
Gaps 
*N+ 

Matching 
leight 



DREB1A. aa 
216 

1 - 216 



DREB1B. aa 
214 
1 - 



-1 
1 
1 

Z 



214 



85.78 [%] 
-148 



HHSFSAFSEM FGSDYESSVS SGGDYiPTLA SSCPKKPAGR KKFRETRHP I YRGVRRRNSG 
********** ****** **** **** ********* ********** ***** **** 

MHSFSAFSEM FGSDYE P QGGDYCPTLA TSCPKKPAGR KKFRETRHP! YRGVRQRNSG 



61 : KWVCEVREPN KKTRIWLGTF QTAEMAARAH DVAALALRGR SACLNFAOSA VRLRIPESTC 
*** ****** ********** ********** ********** ********** ********** 

58 : KiVSEVREPN KKTRIWLGTF QTABHAARAH OVAALALRGR SACLNFAOSA WRLRIPESTC 

121 : AKD I QKAAAE AALAFQDEMC D-ATTDHGFD HEETLVEAIY TAEQSENAFY HHDEAHFEHP 
********** ******** * * ***** **** ***** * **** *« * ***** 
118 : AKD I QKAAAE AALAFQDETC DTTTTNHGLD MEETMVEA I Y TPEQSEGAFY KDEETMFGHP 



180 : SLLANHAEGH LLPLPSVQWN HNHEVDGDDO DVSLWSY- 

** ****** *** ****** ** * * ******* 
178 : TLLDNUAEGU! LLPPPSVQWN HNYDGEG-DG DVSLWSY* 



Sequence 1 
Size 

Matching Posi tion 

Sequence 2 
Size 

Matching Position 

Hatching Condi tion. 

Matches 
Mismatches 
Gaps 
*N+ 

Matching 
Weight 



DREB1A. aa 
216 

1 - 216 



DREB1C. aa 
217 
1 - 



-1 
1 
1 

2 



217 



86.70 [X] 
-154 



1 : HNSFSAFSEH FGSDYESSVS SGGDY I PTLA SSCPKKPAGR KKFRETRHP I YRGVRRRNSG 

********** ******* ** ***** * ** ********* ********** ***** **** 

1 : MNSFSAFSEM FGSDYESPVS SGGDYSPKLA TSCPKKPAGR KKFRETRHP I YRGVRQRNSG 

61 : KWVCEVREPN KKTRIBLGTF QTAEMAARAH DVAALALRGR SACLNFADSA BRLRIPESTC 

***** **** ********** ********** **** ***** ********** ********** 



tBIE#2 004-3021234 



2003-071082 



19/ 



3-2] 



0046368 

61 : KHVCELREPN KKTRIBLGTF QTAEMAARAH DVAAIALRGR SACLNFADSA WRLRIPESTC 



121 : AKDIQKAAAE AALAFQDEMC DATTD-HGFD MEETLVEA I Y TAEQSEHAFY HHDEAMFEHP 

** ******* *** ****** *** ************* * *** *** * *** * 
121 : AKEIQKAAAE AALNFODEMC HHTTDAHGLD HEETLVEA I Y TPEQSQDAFY MDEEAHLGBS 



180 : SLLANMAEGM LLPLPSVQWN HNHEVDGDDD DVSLHSY- 

*** ****** *** ****** * * * ** ******* 
161 : SLLOKHAEGU LLPSPSVQHN YNFDVEG-OD DVSLHSY* 



tfHtt 

Sequence 1 

Size 

Matching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 
Mismatches 
Gaps 
*Wf 

Hatching 
Weight 



DREBIA.aa 
216 



216 



DREB1D. aa 
224 



- 224 



-I 
I 

I 

2 

65.04 [*] 
-56 



1 
1 

53 
61 

113 
121 

173 
181 



MNSF-SAF — SEMFGSOYES SVSSGGDYIP TLASSCPKKP AGRKKFRETR HP I YRGVRRR 
****** ***** * ******** ********** ******** * 

HNPFYSTFPD SFLSISDHRS PVSDSSECSP KLASSCPKKR AGRKKFRETR HPIYRGVRQR 

NSCKfVCEVR EPNKKTRIWL GTFQTAEMAA RAHDVAALAL RGRSACLNF A DSAVRLR I PE 
********** ***** **** *** * **** ********** ********** ********** 

NSGKWCEVR EPNKKSRIWL GTFPTVEMAA RAHDVAALAL RGRSACLNFA DSAVRLRIPE 



STCAKDIQKA AAEAALAFQD EHCDATTDHG FOKEETLVE AIYTAE 0 SENA FY BHD 

** * **** * *** *** * ** * * * *** * 

TTCPKEIQKA ASEAAHAFQN ETTTEGSKTA AEAEEAAGEG VREGERRAEE QNGGVFYHDD 



EAKFEKPSLL ANMAEGMLLP LPSVQSWIHNH EVDGODDDVS UK— Y 
** ** ********* * * **** ** *** *** 
EALLGMPNFF ENMAEGULLP PPEVGWJHN- DFDG-VGDVS LBSFDE 



Mi ll I 



Sequence I 

Size 

Matching Position 

Sequence 2 
Size 

Hatching Posi t ion 

Hatching Condition. 

Matches 
Mismatches 
Gaps 
*W+ 



DREB1A. aa 
216 - 
1 - 216 



DREBlE.aa 
131 

1 - 



131 



Matching 
Weight 



45.87 [X] 
32 



tBSE#2 004-3021234 
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^-v: 20/ 



[133-3] 



"0046368 



I : MNSFSAFSEM FGSDYESSVS SGGDY I PTLA SSCPKKPAGR KKFRETRHPI YRGVRRRNSG 

♦ *********** ****** ******* 

I ; U ENDDI-TVA EMKPKKRAGR RIFKETRHPI YRCVRRRDGD 

61 : KWVCEVREPN KKTRIWLGTF QTAEUAARAH DVAALALRGR SACLNFADSA BRLRIPESTC 

********* * **** ** ****** *** ****** ****** *** *** * *t 
40 : KHVCEYREPI HURRVWLGTY PTADMAARAH DVAVLALRGR SACUYFSDSA ttRLPVPASTD 

121 : AKD I QKAAAE . AALAFQDE8& DATTOHGFDU EETLVEAI YT AEQSENAFYM HDEAMFEMPS 

t *** ** ** * ■ * ****** 

100 : PDT I RRTAAE AA EH FRP PE — FSTGIT VLPSASEFDT SDEGVAGMMM 

181 : LLANMAEGML LPLPSVQINH NHEVD — GDO DDYSLWSY 
. ** * * * ** * ***** 

145 : RLA-EEPLMS PPRSYIDMNT SVYVDEEHCY EDLSLBSY 

++H++ 

Sequence 1 : DREB1A. aa 

Size 216 

Matching Position : 1-216 

Sequence 2 : DREBIF. aa 

Size 209 
Hatching Posi Uon : I - 209 

Hatching Condi tion. 

Matches -1 

Hisnatches 1 

Gaps 1 

*N+ 2 

Hatching 43.9] VQ 

Weight 42 



1 : MNSFSAFSEM FGSDYESSVS SGGDY 1 PTLA SSCPKKPAGR KKFRETRHPI YRGVRRRNSG 

** * * ** *** *** * ***** *t* **** 

1 : m NDDI-ILA EMRPKKRAGR RVFKETRHPV YRGI RRRfJGD 

61 : KWVCEVREPN KKTRIiLGTF QTAEBAARAH DVAALALRGR SACLNFADSA WRLRIPESTC 

********* ****** ** ****** *** ****** ********** *** *** 
40 : KWVCEVREPT HQRRIWLGTY PTADHAARAH DVAVLALRGR SACLNFADSA WRLPVPESND 

121 : AKD I QKAAAE AALAF— QDE MCDAT — TDH GFDMEETLVE MYTAEQSE- -NAFYMHDEA 

******** * * * ** * 

100 : POVIRRVAAE AAEHFRPVDL ESGITVLPCA GDDVDLGFGS GSGSGSGSEE RNSSSYGFGD 

175 : MFEJHPSLLAN MAEGMLLPLP SVQ* MHNHEVDGDD DDVSLiS— Y 

* ***** * * * **** * 

160 : YEEVSTTMMR LAEGPLHSPP RSYMEDMTPT NVYTEffllCY EDMSL1SYRY 



Sequence 1 : DREB1B. aa 

Size 213 

Hatching Position : 1-213 

Sequence 2 : DREB1C. aa 

Size 217 

Hatching Position : 1-217 



mm 2 004-3021234 



#11 2003-071082 



^-v: 21/ 



3-4] 



0046368 



Matching Condition. 

Matches 
Mismatches 
Gaps 
*N4 

Hatching 
Height 



-1 
1 
1 
2 

86.18 [X] 
-153 



1 : MNSFSAFSEM FCSDYE — P QGO)YCPTLA TSCPKKPACR KKFRETRHPI YRGVRQRNSG 
********** ****** **** * ** ********** ********** ********** 
! : MNSFSAFSEM FCSDYESPVS SGODYSPKLA TSCPKKPAGR KKFRETRHPI YRGVRQRNSG 

58 : KWVSEVREPN KKTRItfLGTF QTAEHAARAH DVAALALRGR SACLNFADSA WRLRIPESTC 
*** * **** ********** ********** **** ***** ********** ********** 
61 : KBVCELREPN KKTRjtfLGTF QTAEMAARAH DVAAIALRGR SACLNFADSA HRLRIPESTC 

118 : AKD I QKAAAE AALARS)ETC DTTTTiyHGLD MEETMVEAIY TPEQSEGAFY MOEETUFGMP 

t* ******* *** **** * ** **** **** ***** ***** *** **** * ** 
121 : AKE1 QKAAAE AALNFQDEHC HMTTDAHGLD MEETLVEAIY TPEQSQOAFY MDEEAHLGHS 



178 : TLLONMAEGM LLPPPSVOJN HNYDGEGOGD VSLKSY- 

********* *** ****** ****** ****** 
181 : SLLONMAEGH LLPSPSVQHN YNFDVEGDDO VSLWSY* 



Sequence 1 
Size 

Matching Posi t ion 

Sequence 2 
Size 

Matching Posi tion 
Matching Condition. 



DREBIB.aa 
213 

1 - 213 



DREB1D. aa 
224 
I - 



224 



Matches 
Misoatches 

Gaps 
*N+ 

Matching 
Weight 



-I 
I 

1 

2 

65.93 [*] 
-56 



1 : MNSF-SAF — SEMFGSDYEP QGGD YCP TLATSCPKKP AGRKKFRETR HPIYRGVRQR 

****** ** * * ** ***** ********** ********** 

1 : MNPFYSTFPD SFLSISDHRS PVSDSSECSP KLASSCPKKR AGRKKFRETR HPIYRGVRQR 



55 : NSGKBVSEVR EPNKKTRIWL GTFQTAEMAA RAHOVAALAL RGRSACLNFA DSAWRLR IPE 

****** *** ***** **** *** * **** ********** ********** ********** 

61 : NSGKWVCEVR EPNKKSRIWL GTFPTVEMAA RAHDVAALAL RGRSACLNFA DSAWRLR 1 PE 

115 : STCAKD I QKA AAEAALAFQD ETCDTTTTNH GLOMEE T MVE — AIYTP EQSEGAFYMD 

** * **** * *** *** ** * ** * ** * **** 

121 : TTCPKE I QKA ASEAAMAFQN ET-TTEGSKT AAEAEEAAGE GVREGERRAE EQNGGVFYHD 

170 : EETMFGMPTL LDHMAEGMLL PPPSVQHNHN YDGEGDGDVS LBS — Y 

* *** ******** *** * **** * * **** *** 

180 : DEALLGMPNF FEHHAEGHLL PPPEVGWNHN -DFDGVGDVS LWSFDE 



tbtiE#2 0 0 4 - 



3 0 2 1 2 3 4 



#11 2003-071082 



*<-zS: 22/ 



[03-5] 



+*++++ 

Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

matching Position 

Hatching Condition. 

Hatches 
Hi snatches 
Gaps . 
*N* 

Match ing 
Weight 



0046368 



DREBtB.aa 
213 

1 - 213 



DREB1E. aa 
181 
1 - 



181 



44.95 [Z] 
34 



1 : UNSFSAFSEU FGSDYEPQGG DYCPTLATSC PKKPAGRKKF RETRHPIYRG VRQRNSGKWV 

* * * *** *** * ********* ** * *** 
1 : U E NBDITVAEUK PKKRAGRR I F KETRHPIYRG VRRRDGDKWV 

61 : SEVREPfKKT RIWLGTFQTA EMAARAHDVA ALALRGRSAC LNFAD5AWRL R I PESTCAKD 

***** * **** ** ********* ********* *** ****** * ** 
43 : CEVREPIHQR RVWLGTYPTA DMAARAHDVA VLALRGRSAC LNFSDSAWRL PVPASTDPDT 

121 : IflKAAAEAAL AFQDETCDTT TTNHGLDHEE THVEA I YTPE QSEGAFYHDE ETHFGMPTLL 

* ***** * ** * ******* 
103 : IRRTAAEAAE HFRPPEFSTG IT VLPS ASE— FDTSD EGVAGMMMRL 



181 : DNHAEGMLLP PPSVQWNHN YDGE-GD GOVSLWSY 

***** * * * * ***** 

147 : A EE PLUS PPRSYIDHNT SVYVDEEHCY EDLSLWSY 



+++*« 

Sequence I 
Size 

Hatching Posi tion 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 
Mismatches 
Gaps 
*Nf 

Hatching 
Weight 



DREB1B. aa 
213 

1 - 213 

DREB1F. aa 
209 

1 - 209 



-1 
1 
1 

2 

43.72 [X] 
43 



UNSFSAFSEU FGSDYEPOGG DYCPTLATSC PKKPAGRKKF RETRHPIYRG VRQRNSGKWV 
** ** *** *** * ***** *** * ** *** 

UN HDD] ILAEUR PKKRAGRRVF KETRHPVYRG IRRRMGDKHV 



61 : SEVREPNKKT RIWLGTFQTA EMAARAHDVA ALALRGRSAC LNFADSAWRL RIPESTCAKO 

***** ****** ** ********* ********* ********** *** 
43 : CEVREPTHQR R I WLGTYPTA DMAARAHDVA VLALRGRSAC LNFADSAWRL PYPESfTOPDV 



121 : IQKAAAEAAL AF — QDETC DTTTTNHGLD MEETMVEAIY TPEQSE GAFYHDEE 
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0046368 

* ***** * * * t * ** * ** 

103 : I RRVAAEAAE MFRPVDLESG ITVLPCACOD VDLCFGSGSG SGSGSEERNS SSYGFGDYEE 



172 : TMFGMPTLLO NMAEGMLLPP P SVQ WHHNYDGE-G OGDVSLWS— Y 

* * ****** * * * **** t 

163 : VSTTHMRL AEGPLBSSP PRSYHEDHTP TMVYTEEEMC YEDMSLIISYR Y 



■f+4-hH 



Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Matches 
Mismatches 
Gaps 
*N+ 

Batching 
Weight 



DREB1C. aa 
216 

1 - 216 



DREB1D. aa 
224 

1 - 



-1 
1 
1 

2 



224 



65.33 \X\ 
-59 



1 : MMSF-SAF — SEMFGSOYES PVSSGGDYSP KLATSCPKKP AGRKKFRETR HP ! YRGVRQR 
** * * * * ** t ttt tt ttt ***** tttttttttt tttttttttt 
1 : MMPFYSTFPD SFLSISDHRS PVSDSSECSP KLASSCPKKR AGRKKFRETR HP I YRGVRQR 

58 : NSGKNVCELR EPNKKTRIWL GTFQTAEMAA RAHDVAAIAL RGRSACLNFA DSAHRLR1PE 
******** t ***** tttt ttt * ttt* ******* ** ********** ********** 
61 : NSGKHVCEVR EPNKKSRIVL GTFPTVEMAA RAHDVAALAL RGRSACLNFA DSABRLR1PE 

118 : STCAKE I QKA AAEAALNFQ DEMCHUT TDAHGLDttEE TLVEAIYTPE QSQDAFYHDE 

** ****** ****** * * * * * **** 

121 : TTCPKE I QKA ASEAAMAFQU ETTTEGSKTA AEAEEAAGEG VREGERRAEE QNGGVFYHDD 



174 : EAMLGMSSLL DHMAEGMLLP SPSVQWNYNF DYEGDDDVSL HS — Y 
** *** ********* ***** * * **** ** 

181 : EALLGMPNFF ENMAEGHLLP PPEVGWNHN- DFDGVGDVSL HSFDE 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Matches 
Mi snatches 
Gaps 

tm 

Matching 
Weight 



0REB1C. aa 
216 

1 - 216 



DRE61E. aa 
181 



181 



-1 
1 
1 

2 

43.24 DG 
42 
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M-flSFSAFSE KFGSDYESPV SSGGOYSPKL ATSCPKKPAG RKKFRETRHP 1YRGVRQRNS 

* * * * ******* ***** ****** * 

MENDDITVAE U KPKKRAG RRIFKETRHP IYRGVRRRDG 



60 : GKWVCELREP NKKTRIWLGT FQTAEMAARA HDVAAtALRG RSACLUFADS AHRLRIPEST 
***** *** * **** ** ***** **** **** ******* ** **** * ** 

39 : DKtfVCEVREP IHQRRVWLGT YPTADMAARA HDVAVLALRG RSACLNFSDS AWRLPVPAST 



120 : CAKEIQKAAA EAALNFQDEM CHMTTDAHGL DMEETLVEAI YTPEQSQDAF YMDEEAMLGil 
******** * ****** 

99 ; DPDTIRRTAA EAA EM FRPPEFSTG ITVLPSASEF DTSDEGVAGH 



180 : SSLLDNMAEG MLLPSPSVQW MYNFOVEGD DDVSLW SY 

***** * * * ****** 

143 : HURL AEE PLMSPPRSYI DMNTSVYVDE EKCYEDLSLW SY 



++++++ 



Sequence 1 

Size 

Matching Position 

Sequence 2 
Size 

Matching Position 

Matching Condition. 

Matches 
Hi snatches 
Gaps 
*N+ 

Matching 
Weight 



0R£81C.aa 
216 

1 - 216 

DREB1F. aa 
209 

1 - 209 



-1 
1 
1 
2 

41.88 D0 
52 



1 : HNSFSAFSEM FGSDYESPVS SGGOYSPKLA TSCPKKPAGR KKFRETRHPI YRCVRQRNSG 

** ** *** *** * ***** *** * ** 

1 : HN MOD 1 1 LA EMRPKKRAGR RVFKETRHPV YRGIRRRNGD 



61 : KWVCELREPN KKTRIBLGTF QTAEHAARAH DVAAIALRGR SACLNFADSA BRLR I PESTC 

***** *** ****** ** ****** *** ***** ********** *** *** 
40 : KBVCEVREPT HQRRIffLGTY PTADMAARAH DVAVLALRGR SACLNFADSA BRLPVPESKD 



121 : AKEIQKAAAE AALNF — QDE HCHIffT TDAHGLDMEE TLVEA I YTPE — QSQDAFYM 

******** * * * * * * 

100 : PDV I RRVAAE AAEMFRPVDL ESGITVLPCA GDDVOLGFGS GSGSGSGSEE RNSSSYGFGD 



172 : DEEAWLGM5S LLDNMAEGML LPSP SVQffNYNFD VEQHJDVSLW S — Y 

********* * ****** 

160 : YEEVSTTWSH L AEGPL MSPPRSYMED HTPTNVYTEE EKCYEDMSLW SYRY 



+H+++ 

Sequence 1 : DREB1D. aa 

Size : 224 

Matching Position : 1 - 224 

Sequence 2 : DREB1E. aa 

Size : 181 

Hatching Position : 1-181 

Matching Condition. 
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Hatches 

Mismatches 

Gaps 

m 

Hatching 
Weight 



-1 
1 
1 
2 

42.17 R] 
50 



0046368 



MNPFYSTFPD SFLSISDHRS PVSDSSECSP KLASSCPKKR AGRKKFRETR HPIYRGVRQR 
* * * **** *** * *** ******** * 

MENDDIT VAEMKPKKR AGRR I FKETR HP I YRGVRRR 



61 : NSGKWVCEVR EPNKKSRIWL GTFPTVEMAA RAHOVAALAL RGRSACLNFA DSAHRLRIPE 

******* ** * ** ** ** *** ****** *** ********* ****** * 

37 : DGDKWVCEVR EPIHQRRVWL GTYPTADMAA RAHDVAVLAL RGRSACLNFS DSABRLPVPA 

121 : TTCPKEIQKA ASEAAHAFQN ETTTEGSKTA AEAEEAAGEC VREGERRAEE QNGGVFYKDD 
******** *** ** ** 

97 : STDPOTIRRT AAEAAEMF RPPEFSTGIT V — LPSASE FDTSD 



181 : EALLGUPNFF ENHAEGMLLP PPEVGWNWD FDGV GDVSLWSFDE 

* ** ***** * * * **** 

137 : EGVAGU H HRLAEEPLHS PPRSYIDMNT SVYVDEEMCY EDLSLWS — Y 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 
Hi snatches 
Gaps 
*M+ 

Hatching 
Weight 



DREB1D. a a 
224 

1 - 224 



DREBIF.aa 
209 
1 - 



209 



42.13 [56] 
49 



1 : HNPFYSTFPD SFLSISDHRS PVSDSSECSP KLASSCPKKR AGRKKFRETR HPIYRGVRQR 

** ** **** M* * *** ******* 

1 : m NDDI ILAEMRPKKR AGRRVFKETR HPVYRG I RRR 

61 : NSGKWVCEVR EPNKKSRIWL GTFPTVEMAA RAHDVAALAL RGRSACLNFA DSAWRLRIPE 

* ********* **** ** ** *** ****** *** ********** ****** ** 

37 : NGDKWYCEVR EPTHQRRIWL GTYPTADMAA RAHDVAVLAL RGRSACLNFA DSAWRLPVPE 

121 : TTCPKEIQKA ASEAAHAFQN ETTTEG — SK TAAEAEEAAC EGVREG-ERR AEEQNGGVFY 

* ***** * * * * * * ** * 

97 : SNDPDVIRRV AAEAAEMFRP VDLESGITVL PCAGDDVDLG FGSGSGSGSG SEERNSSSYG 

178 : MDDEALLGHP NFFENHAEGH LLPPP -E VGWNHN DFDGVGDVSL WSFDE 

* ******* * * ** ** 

157 : FGD — YEEVS TTMMRLAEGP LMSPPRSYME DHTPTNYYTE EEHCYEDMSL WSYRY 
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Sequence 1 

Hatching Position 



DREB1E. aa 
181 
1 - 



181 



Sequence 2 
Size 

Hatching Position 



DREB1F. aa 
209 
1 - 



209 



Matching Condition. 



Hatches 

Mismatches 

Caps 



-1 



2 



Matching 
Weight 



69.38 l%\ 
-71 



1 : MENDDITVAE HKPKKRAGRR IFKETRHPIY RCVRRRDGDK WVCEVREPIH QRRVWLGTYP 
* **** ** * ******** ******* * ** *** *** ******** * *** ****** 
1 : MNN0DI I LAE MRPKKRAGRR VFKETRHPVY RGIRRRNGDK WVCEVREPTH QRRIWLGTYP 



61 ; TADMAARAHD VAVLALRGRS ACUIFSDSAW RLPVPASTDP DT 1 RRTAAEA AEMFRPPEFS 
********** ********** ***** **** ***** ******* **** ****** 

61 : TADMAARAHD VAVLALRGRS ACLNFADSAW RLPVPESNDP DV ) RRVAAEA AEMFRPVDLE 



121 : TGI TV LP SASEFD TS D EGVAGMMMRL AEEPLttSPPR 

****** * ** * * * **** ** ******* 

121 : SGITVLPCAG DDVDLGFGSG SGSGSGSEER NSSSYGFGDY EEVSTTHHRL AEGPLMSPPR 



157 : SY-IDM-NTS VYYDEEMCYE DLSLW5 — Y 
** ** * ** ****** * **** * 
181 : SYMEDMTPTN VYTEEEMCYE DMSLHSYRY 
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fH+H 

Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 
Mismatches 
Gaps 
•N+ 

Hatching 
Weight 



DREB2A. nuc 
1008 

1 - 100B 



DREB2B. nuc 
993 



993 



1 
1 

2 

63.40 [%] 

-222 



1 : ATGGCAGTTT ATGATCAGAG TGGAGATAGA AACAGAACAC AAATTGATAC ATCGAGGAAA 
***** ** * **** ** * ** *** ** ** *** **** 

1 : ATGGCTGTAT ATGAACAAAC CGG AACCGAGCA GCCGAAGAAA 



61 : AGGAAATCTA GAAGTAGAGG TGACGGTACT ACTGTGGCTG AGAGATTAAA GAGATGGAAA 
********** * * *** * *** ** ******* * ** **** ** ****** 
43 : AGGAAATCTA GGGCTCGAGC AGGTGGTTTA ACGGTGGCTG ATAGGCTAAA GAAGTGGAAA 



121 : GAGTATAACG AGACCGTAGA AG AAGT TTCTACCAAG AAGA GGAAA 

***** **** *** ****** * * * *** *** * *** 

103 : GAGTACAACG AGATTGTTGA AGCTTCGGCT GTTAAAGAAG GAGAGAAACC GAAACGCAAA 



166 : GTACCTGCGA AAGGGTCGAA GAAGGGTTGT ATGAAAGGTA AAGGAGGACC AGAGAATAGC 

** ******* ********** *** ****** ***** **** ********** *** *** 
163 : GTTCCTGCGA AAGGGTCGAA GAAAGGTTGT ATGAAGGGTA AAGGAGGACC AGATAATTCT 



226 : CGATGTAGTT TCAGAGGAGT TAGGCAAAGG ATTTGGGGTA AATGGGTTGC TGAGATCAGA 
* ******* * ******** *** ****** ********** ********** ***** ** 
223 : CACTGTAGTT TTAGAGGAGT TAGACAAAGG ATTTGGGGTA AATGGGTTGC AGAGATTCGA 



286 : GAGCCTAATC GAGGTAGCAG GCTTTGGCTT GGTACTTTCC CTACTGCTCA AGAAGCTGCT 

** ** ** *** * ** ********* ******** * **** ** * * ******** 

283 : GAACCGAAAA TAGGAACTAG ACTTTGGCTT GGTACTTTTC CTACCGCGGA AAAAGCTGCT 

346 : TCTGCTTATG ATGAGGCTGC TAAAGCTATG TATGGTCCTT TGGCTCGTCT TAATTTCCCT 

** ******* **** ** ** ** ****** ** *** * * ********** *** ****** 

343 : TCCGCTTATG ATGAAGCGGC TACCGCTATG TACGGTTCAT TGGCTCGTCT TAACTTCCCT 



406 : CGGTCTGATG CGTCTGAGGT TACGAGTACC TCAAGTCAGT CTGAGGTGTG TACTGTTGAG 

* ***** ** ******* * *** ***** ** ***** * ********** *** ***** 
403 : CAGTCTGTTG GGTCTGAGTT TACTAGTACG TCTAGTCAAT CTGAGGTGTG TACG6TTGAA 



466 : A CTCCTGG TTGTGTTCAT GTGAAAACAG AGGATCCAGA TTGTGAATCT 

* ***** **** 4 ***** * * *** * ** ********** 

463 : AATAAGGCGG TTGTTTGTGG TGATGTTTGT GTGAAGCATG AAGATACTGA TTGTGAATCT 

514 : AAACCCTT — CTCCG GT GGA — GTGGA GCCGATGTAT TGT CTGGAGAA 

** ** ** ** * * ** * ** * ** ** * *** * *** * 

523 : AATCCATTTA GTCAGATTTT AGATGTTAGA GAAGA-GTCT TGTGGAACCA GGCCGGACAG 



558 : TGGTGCGG-A AGAGATGAAG AGAGGTGTT- AAAGC-GGAT AAGCATTGGC TGAGCGAGTT 
* * *** ** ** *** ***** ****** *** ** ** ***** 
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582 : TTGCACGGTT GGACATCAAG ATATGAATTC TTCGCTGAAT TACGATTTGC TGTTAGAGTT 



615 : TGAACATAAC TATTGGAGTG ATATTCTGAA AGAGAAAGAG AAACAGAAGG AGCAAGGGAT 

*** ** * ****** * ****** ********* **** **** ****** 
642 : TGAGCAGCAG TATTGGGGCC AAGTTTTGCA GGAGAAAGAG AAACCGAAGC AGGAA-GAAG 



675 : TGTAGAAAC- CTGTCAGCAA CAACAGCAGG ATTCGCTATC TGTTGCAGAC TATGGTTGGC 
* *** ** ****** ******* ***** **** ** * ** ** 

701 : AGGAGATACA GCAACAGCAA CAGGAACAGC AACAGC-AAC AGCTGCA-AC -CGGATTTGC 



734 : CCAATGATGT GGATCAGAGT — CACTTGGA TTCTTCAGAC ATGTTTGATG TCGATGAG-C 
* ** ** *** * ** ***** *** ,** ** t ** *** ** * 
758 : TTACTGTTGC AGATTACGGT TGGCCTTGG — TCTAATGAT ATTGTAAAT GATCAGAC 

791 : TTCTACGTGA CCTAA — ATG GCGACGATGT GTTTGCAGGC TTAAATCAGG ACCGGTACCC 
**** * ***** * ** *** * ***** * * * * * 

813 : TTCTTGGGAT CCTAATGAGT GCTTTGATAT TAATGAACTC CT — TGGAG ATTTGAA 

849 : GGGGAACAGT GTTGCCAACG 6TTCATACAG GCCCGAGAGT CAACAAAGTG GTTTTGATCC 
**** ** ***** ******* *** * ** * ** 

867 : — TGAACCTG GTCCCCATCA G AGCCAA GACCAA AACCACGTA AAT TCT 

909 : GCTACAAAGC CTCAACTACG GAATACCTCC GTTTCAGCTC GAGGGAAAGG ATGGTAATGG 

* * * ** * ****** **** *** *** * * * ***** * * 

913 : GGT — AGTTATG ATTTGCATCC GCTTCATCTC GAGCCACACG ATGGTCACG- 



969 : ATTCTTCGAC GACTTGAGTT ACTTGGATCT GGAGAACTAA 
*** * * ******* *** *** * * * 

962 : — AGTTCAAT GGTTTGAGTT CTCT GGATATTTGA 



Sequence 1 
Size 

Hat china Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 
Hi snatches 
Gaps 
*W+ 

Hatching 
Height 



DREBZA. nuc 
1008 

1 - 1008 



DR£B2C.nuc 
1026 
1 - 



1025 



-I 
I 
1 

2 

55.22 [*] 
-8 



1 : ATGGCAGTTT ATGATCAGAG TGGAGATAG- AAACAGAACA CAAATTGATA CATCGAGGAA 
** ** ** ****** * **** * ** ** *** **** 

1 : AT-GCCGT CGGAGATTGT TGACAGGAA- -AAG — GAAG TCTCGTGGAA 



60 : AAGGAAATCT AGAAGTAGAG GTGACGGTAC TACTGTGGCT GAGAGATTAA AGAGATGGAA 

************ ***** * * * * * * * **** ** 
44 : CACGAGATGT AGCTG-AGAT TCTAAGGCAA TGGAGAGAGT ACAATGA GCAGATTGAG 



120 : AGAGTATAAC GAGACCGTAG AAGAAGTTTC TACCAAGAAG AGGAAAG-TA CCTGCGAAAG 
** ** ***** ******** ***** *** * **** 

100 : GCAGAATCTT G-TATCGATG GTGGTG-GTC CAAAATCAAT CCGAAAGCCT CCTCCAAAAG 



mm 2 004 



-3021234 
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179 : GGTCGAAGAA GGGTTGTATG AAAGGTAAAG GAGGACCAGA GAATAGCCGA TGTAGTTTCA 
* **** *** ********** ********** * ***** ** ** * ***** 
1S8 : GTTCGAGGAA GGGTTGTATG AAAGGTAAAG GTGGACCTGA AAACGCGATT TGTGACTATA 

239 : GAGGAGTTAG GCAAAGGATT TGGGGTAAAT GGGTTGCTGA GATCACAGAG CCTAATCGAG 
********** ** **** ********** ********** **** * *** ** * *** 

218 : GAGGAGTTAG ACAGAGGAGA TGGGGTAAAT GGGTTGCTGA GATCCGTGAG CCAGACGGAG 

299 : GTAGCAGGCT TTGGCTTGGT ACTTTCCCTA CTGCTCAAGA AGCTGCTTCT GCTTATGATG 
** *** * ***** *** ****** * * * * * ** ****** * ******** * 

278 : GTGCTAGGTT GTGGCTCGGT ACTTTCTCCA GTTCATATGA AGCTGCATTG GCTTATGACG 

359 : AGGCTGCTAA AGCTATGTAT GGTCCTTTGG CTCGTCTTAA T-TTCCC TC 

**** ** ** ****** *** **** * * * ****** ***** ** 

338 : AGGCGGCCAA AGCTATATAT GGTCAGTCTG CCAGACTCAA TCTTCCCGAG ATCACAAATC 



407 : GGTCTGATGC GTCTGAGG TTACGAGTA CCTCAAG-TC AGTCTCAGGT GTGTACTGTT 

*********** * * * * ********* * ****** 
398 : GCTCTTCTTC GACTGCTGCC ACTGCCACTG TGTCAGGCTC GGT-TACTGC ATTTTCTGAT 



463 : GAGACTCCTG GTTGTGTTCA TGTGAAAACA GAGG ATC CAGATTGTGA ATCTAAACCC 

** ** * ***** ********** * *** ** ** ** * 

457 : GAATCTGAAG TTTGTGCACG TGAGGATACA AATGCAAGTT CAGGTTTTG- GTC AGGT 



520 : TTCTCCGGTG GAGTGGAGCC GATG — TATT GTCTGGAGAA TGGTGCGGAA GAGATGAAGA 
* ********* **** *** *** ****** ** ** * 

513 : GAAACTAGAG GATTGTAG-C GATGAATATG TTCTCTTAGA TAGTTCTCAG TGTATTAA-A 



578 : GAGGTGTTAA AGCGGATAAG CATTGGCTGA GCGAGTTTGA ACATAACTAT TGGAGTGATA 
**** * * * * *** *** * *** * ** ** ******** * * ** 

571 : GAGGAGCTGA A-AGGAAAAG -AGGAAGTGA GGGA AGA ACATAACT-T GGCTGTTGGT 



638 : TTCTGAAAGA GAAAGAGAAA CAGAAGGACC AAGGGATTGT AGAAACCTG- -TCAGCAACA 
** *** ** ** ** * *** * ********** * * * 

625 : TTTGGAATTG GACAG-GACT C-GAAAAGG GAGACTTT GGATGCTTGG TTGATGGGAA 



696 : ACAGCAGGAT TCGCTATCTG TTGCAGACTA TGGT-TGGCC CAA TG ATGTGGATCA 

* *** * * * *** ** * **** *** ** ***** ** 

680 : ATGGCAATGA ACAAGAACCA TTG — GAGTT TGGTGTGGAT GAAACGTTTG ATATTAAT — 



750 : GAGTCACTTG GATTCTTCA- -GACATGTTT GATGTCGATG AGCTTCTACG TGACCTAAAT 
*** * * * * * ** * **** * * **** ** ** * * *** *** 
736 : GAGCTATTGG GTATATTAAA CGACAACAAT G-TGTC — TG — GTC-AAG AGAC AAT 



808 : GGCG-ACGAT GTGTTTGCAG GCTTAAATCA GGACCGGTAC CCGGGGAACA GTGTTGCCAA 
********* * **** ****** *** *** **** 

786 : GCACTATCAA GTGGATAGAC ACCCAAAT TTCAGTTAC C AAACG CAGTTTCCAA 



867 : CGGTTCATAC AGGCCCGAGA G— TCAACAA AGTGGTTTTG ATCCGCTACA AAGCCTCAAC 
*** ** ** ** ** * ***** *** * ********* 

839 : — ATTCTAAC TTGCTCGGGA GCCTCAACCC TATGGAGAT- -TGCTCAACC AGGAGTTGAT 



925 : TACGGAATAC CTCCGTTTCA GCTC GA GGGAAAGG ATGGTAATGG ATT 

** *** * ** ****** ** ** ** ****** ** ** 

895 : TATGGATGTC CTTATGTGCA GCCCAGTGAT ATGGAGAACT ATGGTATTGA TTTAGACCAT 

972 : CTTCG ACGA-CTTGA GTT AC TTGGATCT GGAGA 

*** * ** ***** * ** ****** * ***** 

955 : CGCAGGTTCA ATGATCTTGA CATACAGGAC TTGGATTTTG GAGGAGACAA AGATGTTCAT 
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AC-T AA 

** * tt 
GGATCTACAT AA 
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Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Matching Position 

Hatching Condition. 

Hatches 
Hi srrta tches 
Gaps 

Hatching 
Weight 



DREB2A. nuc 
1008 

1 - 1008 



DREB2D. nuc 
621 
1 - 



621 



-1 
1 
1 

2 

44.17 [X] 
226 



1 : ATGGCAGTTT ATGATCA6AG TGGAGATAGA AACAGAACAC AAATTGATAC ATCGAGGAAA 

*** ****** *** 
1 : ATG TCATCC ATAGAG 

61 : AGGAAATCTA GAAGTAGAGG TGACGGTACT ACTGTGGCTG AGAGATTAAA GAGATGGAAA 
* * ***** *** *** ** «** * *** *** 

16 : — CCA AAACTA — A TGATGGT TGGTGCT -AATAA 6AA- 

121 : GAGTATAACG AGACCGTAGA AGAAGTTTCT ACCAAGAAGA GGAAAGTACC TGCGAAAGGG 
* **** * ***** ***** * * * 

48 : - ACAACG A-ACCGT — CCAAG C T AGT 

181 : TCGAAGAAGG GTTGTATGAA AGGTAAAGGA GGACCAGAGA ATAGCCGATG TAGTTTCAGA 
**** *** * ********* *** ***** ***** ** * * ** * ** ** * 

70 : TCGAGGAAAG GTTGTATGAG AGGAAAAGGT GGACCCGATA ACGCGTCTTG CACTTACAAA 



241 ; GGAGTTAGCC AAAGGATTTG GGGTAAATGG GTTCCTGAGA TCAGAGAGCC TAATCGAGGT 
** ***** ***** *** *** ****** ** ******* ** * ***** *** ***** 

130 : GGTGTTAGAC AACGCACTTG GGGCAAAT6G GTCCCTGAGA TCCGCGAGCC TAACCGAGG- 



301 : AGC-AGGCTT TGGCTTGGTA CTTTCCCTAC TGCTCAAGAA GCTGCTTCTG CTTATGATGA 

*** * *** ***** **** * *** ** * * *** ***** * * ***t*** 

189 : AGCTCGTCTT TGGCTCGGTA CCTTCGACAC CTCCCGTGAA GCTGCCTTGG CTTATGACTC 

380 : GGCTGCT — A AAGCTATGTA TGGTCCTTTG GCTCGTCTTA ATTTCCCTCG GTCTGATGCG 

** *** **** * ** *** *** * **** *** * * ***** 

249 : CGCAGCTCGT AAGC— TCTA T6GGCCTGAG GCTCATCTCA ACCTCCCT 

418 : TCTGAGGTTA CCAGTACCTC AAGTCAGTCT GAGGTGTGTA CTGTTGAGAC TCCTGGTTGT 

**** *** ** ** ** ** * m 

295 ; GAGT-CCTT AA GAAGT — TA C CCT 

478 : GTTCATGTGA AAACA6AGGA TCCAGATTGT CAATCTAAAC CCTTCTCCGG TGGAGTGGAG 

* ttt* * * * ******* * 
316 : A AAACGGCG TCGTCTCCGG CG T 

538 : CCGATGTATT GTCTGGAGAA TGGTGCGGAA GAGATGAAGA GAGGTGTTAA AGCGGATAAG 
tt t ******** t* * **** * * *** 

338 : CCCA GACTACACCA AGCAGC AACA CCGGTG GAAAAAG 
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598 : CATTGGCTGA GCGAGTTTGA ACATAACTAT TGGAGTGATA TTCTGAAAGA GAAAGAGAAA 

** % **** t ttt t t ttt ttt t ** **** 
375 : CA GC— A GCGACTCTGA GT CGCCGTG — TTC ATC CAACGAGA — 



658 : CAGAAGGAGC AAGGGATTGT AGAAACCTGT CAGCAACAAC AGCAGGATTC GCTATCTGTT 

* * * ttt *** it tt tt m* * **** 
413 : TGTCATC A TGT GGAAGAGTG AC AG-AGGA — GATATC 



718 : GCAGACTATG GTTGGCCCAA TGATGTGGAT CAGAGTCACT TGGATTCTTC AGACATGTTT 

*** tit tt * ** tttttt t t t t 
447 : ATG-GGAG CATATAAACG TGGATT-TGC CG GT 



778 : GATGTCGATG AGCTTCTACG TGACCTAAAT GGCGACGATG TGTTTGCAGG CTTAAATCAG 

*** ttt* * **** ****** tt t * * tt ttt 

477 : AATG — GATG A — TTCT TCAATAT GG rGAAG AAG CTACAAT— 

838 : GACCGGTACC CGGGGAACAG TGTTGCCAAC GGTTCATACA GGCCCGAGAG TCAACAAAGT 
** tt ttt tt ttt ttttttt * tt t * t t 

513 : -GTCGTTA GGA -TTTCCATG GGTTCATGAA GG AGATAAT 

898 : GGTTTTGATC CGCTACAAAG CCTCAACTAC GGAATACCTC CGTTTCAGCT CGAGGGAAAG 
t t tt tt t t tttt t tttt t t t 
550 : GATATTTCTC GGTT TGATACTTG TATTTCCGGT G 

958 : GATGGTAATG GATTCTTCGA CGACTTGAG- TTACTTGGAT CTGGAGAACT AA 
t t tttt* t ttt t tt ttt tt t t 

584 : GCT ATTCT AATTGGGA TTCCTTTCAT TCCCCACTTT GA 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condi t ion. 

Hatches 
Hi snatches 
Gaps 



DREB2A. nuc 
1008 

1 - 1008 



DREB2E. nuc 
735 
1 



735 



Hatching 
Height 



49.90 [SO 
128 



1 : ATGGCAGTTT ATGATCAGAG TGGAGATAGA AACAGAACAC AAAT T GATACATCGA 

tttt t t tt ttt ttt tt * * * t t t ttt 

1 : ATGGAA — A AGGA — AGAT AACGGATCGA AACAGAGCTC CTCTGCTTCT GTTGTATCCT 

56 : GGAAAAGGAA A7CTAGAAGT AGAGGTGACG GTACTACTGT GGCTGAGAGA TTAAAGAGAT 

** ttt tttt ttt ttt t t t tt tt t tt ttt ****** 

56 r CGAGAAG ACGAAGA AGA-GTG — G TTGAGCCAGT GGAAGCGACG TTACAGAGAT 



116 : GGAAAGAGTA TAACGAGACC GTAGAAGAAG TTTCTACCAA GA-AGAGGAA AGTACCTGCG 

** ttt ttttttt ****** ******* 

107 : GC GAG GAAGAAG GAT-TGGCGA GAGCTCGTAG GGTTCAAGCC 



175 : AAAGGGTCGA AGAAGGGTTG TATGAAAGGT AAAGGAGGAC CAGAGAATAG CCGATGTAGT 
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***** *** ***** **** ******** 



146 : AAAGGTTCGA AGAAAGGTTG TATGAGAGGA AAAGGTGGAC CAGAGAATCC TGTTTGTCGG 



235 ; TTCAGAGGAG TTAGGCAAAG GATTTGGGGT AAATGGGTTG CTGAGATCAG AGAGCCTAAT 

** ttttt * ** * ***** * ******* ********** ******* * ** ** 
208 : TTTAGAGGTG TTCGACAAAG GGTTTGGGGG AAATGGGTTG CTGAGATACG TGAACC 



295 : CGAGGTAGCA 6GCTTTGGCT TGGTACTTTC CCTACTGCTC AAGAAGCTGC TTCT(XTTAT 

** ** * * **** * ****** ******** **** 

264 : — AGTGAG TCACCG TGGTGCAAAC TCTAGT-CGT AGTAAACGGC TTTGGCTTGG 



355 : GATG-AGGCT CCTAAAGCTA TGTATGGTCC TTTGGCTCGT CTTAATTTCC CTCGGTCTGA 

* * *** ** **** * * * * ******* 
315 : CACGTTTGCT ACTGCAGCT GAAGCTGC TTTGGCT 



414 : TGCGTCTGAG GTTACGAGTA CCTCAAGTCA GTCTGAGGTG TGTACTGTTG AGACTCCTGG 

****** ****** **** t**tt *** *** 

349 : TACGACAGA- GCTGCTAGT GTCA TGTAC CGAC-CCT-- 



474 : TTGTGTTCAT GTGAAAACAG AGGATCCAGA TTGTGAATCT AAACCCTTCT CCGGTGGAGT 



534 : CGAGCCGATG TATTGTCTGG AGAATGGTGC GGAAGAGATG AAGA-GAGGT GTTAAAGCGG 
* * ** ** *** ****** ***** **** * ** * 

410 : TGGG TG GG GGAA GGAAGA-AGG ACGAGGAGGC GGAAAGTTCG 



593 : ATAAGC-ATT GGCTGAGCGA GTTTGAACAT AAC — TATT GGAGTGATAT TCTGAAAGAG 
* ** *** ** ** ** * **** * * ***** ***** ***** * 
451 : GGAGGCTATT GGTTG GA AACT-AACAA AGCCGGTAAT GGCGTGAT TGAAACGG 



649 : AAAGAGAAAC AGAAGGAGCA AGGGATTGTA GAAACCTGTC AGCAACAACA GCAGGATTCG 
****** *** * * **** t * **** * * ** 

503 : AAGGTGGAAA AGA CT A TGTA G TCTACAA TGAAGACG 



709 : CTATCTGTTG CAGACTATGG TTGGCCCAA7 GATGTGGATC AGAGTCACTT GGATTCTTCA 

**** * * ****** ** ** * * ** *** ** ** * 

539 : CTAT TGAGC TTGGCC — AT GA C A-AG — ACTC AGAATCCT — 

769 : GACATGTTTG ATGTCGATGA GCTTCTAC6T GACCTAAATG GCGACGATGT GTTTGCAGGC 

*** ** ** tttt * ***** * * **** 

574 : ATGACTG AT AATGA AAT ACT GAAC CCA GCAG — 



829 ; TTAAATCAGG ACCGGTACCC GGGGAACACT GTTGCCAACG GTTCATACAG GCCCGAGAGT 

* ******* ** * ** *?** ** * ** **** * * * 
605 : TGAAATCAG ACGAA GGTTACAGC TATG— ATCG ATTCAAATTG G 



889 : CAACAAACTG GTTTTGATCC GCTACAAAGC CTCAACTACG GAATACCTCC GTTTCAGCTC 
* ** * t *** ** ** ***** * * **** ** * * * 
€47 : — ATAACGGA TTGTTG TATAA TGAACCTC AAAGCTCC AGTT-ATCAC 



949 : GAGGGAAAGG ATGGTAATGG ATTCTTCGAC GACTTGAGTT ACTTGGATCT GGAGAACTAA 

***** * ****** **** * ****** * *** *** 
691 : CAGGGA— G GTGG-ATTCG ATTC AT ATTTTGAGTA TTTCAGAT TCTAG 



383 : 



. ** * 
-AT G- 



**** ** 
CCAG GT- 



* **:* ** tttt ** * 

T AAA TTTC CCGGAAGATT 



111 1 1 I 

tTtttt 



Sequence 1 

Size : 
Hatching Position : 



: DREB2A. nuc 
: 1008 

1 - 1008 
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Sequence I 
Size 

Matching Posi t ion 

Matching Condition. 

Hatches 

Mismatches 

Gaps 



0010181 

DREB2F. nuc 
834 

1 - 834 



-1 

1 
1 
2 



Matching 43.48 [%] 

Weight 158 



1 : ATGGCAGTTT ATGATCAGAG TGGAGATAGA AACAGAACAC AAATTGATAC ATCGAGGAAA 

**** **** ttt 
I : ATGG AGAA ATC 

61 : AGGAAATCTA GAAGTAGAGG TGACGGTACT ACTGTGGCTG AGAGATTAAA GAGATGGAAA 

*** ** * ** *** * ****** 

12 : ATC —CTC A — ATGAAA CA-ATGGAA- 

121 : GAGTATAACG AGACCGTAGA AGAAGTTTCT ACCAAGAAGA GGAAAGTACC TGCGAAAGCG 

*** * ** *** 

33 : GAAGGGTCC TGC 

181 : TC6AAGAAGG GTTGTATGAA AGGTAAAGGA GGACCAGAGA ATAGCCGATG TAGTTTCAGA 

*** ******** ******** * ** * * * * 

45 : TCG GGGTAAAGGC GGTCCACAAA ACGCTCTTTG TCAGTACCGT 

241 : GGACTTAGGC AAAGGATTTG GGGTAAATGG GTTGCTGAGA TCAGAGAGCC TAA-TCGAGG 

***** **** ****** *** *** ****** ** ******* ********** ** **** 

88 : GGAGTCAGGC AAAGGACTTG GGGCAAATGG GTGGCTGAGA TCAGAGAGCC CAAGAAGAGG 

300 : TAGC-AGGCT TTGGCTTGGT ACTTTCCCTA CTGCTCAAGA AGCTGCTTCT GCTTATGATG 
** ** tt ********* ***** *** * *** **** *** *** ********** 
148 : — GCAAGACT TTGGCTTGGC TCTTTCGCTA CAGCTGAAGA AGCAGCTATG GCTTATGATG 

359 : AGGCTGC — T AAAGCTATGT ATGGTCCTTT GGCTCGTCTT AATTTCCCTC GGTCTGATGC 
******* ****** **** * tt tt ** ** **** *** ** 

206 : AGGCTGCCTT GAAAC — TCT ATGGGCACGA CGCATACCTC AACTTACCTC -ATCTTCAGC 

417 : GTCTGAGGTT ACGAGTACCT CAAGTCAGTC TGAGGTGTGT ACTGT-TGAG ACTCCTGGTT 
* ****** **** ** ** **** *** * *** ** * 

263 : G GAAT ACAAG-ACCT TC — TC TCAG TA ACTCTCAGAG GTTC — AAAT 

476 : GTGTTCATGT GAAAACAGAG GATCCAGATT GTGAATCTAA ACCCTTCTCC GGTGGAGTG- 

***** ** ** ** ** •* * ***** ** **** tt 

305 : GGGTACCT TCA-AG GA AGTTT AT — ATCTAT GTTTCCTTCA TGTGGTATGC 

535 : GAGCCGATGT ATTGTCTGGA GAATGGTGCG GAAGAGATGA AGAGAGGTGT - TAAAGCGGAT 

* tt tt ** ** ****** * ** ***** *** 
353 : TAAACG-TGA ATGCTC — A GCCTAGTGTT CACATAATCC AGCAAAGACT AGAAGAACTC 

595 : AAGCATTGGC TGAGCGAGTT TCAACATAA- -CTATTGGAG T-GATATTCT GAAAGAGAAA 

*** * * ** ********* ttttt ****** * *** 
409 : AAGAA — AAC TG GACTT TTATCTCAAT CCTATTCTTC TAGTTCTTCC TCCACCGAAT 



652 : GAGAAAC-AG AAGGAGC — A AGGGAT-TGT AGA — AACCT GTCAGCAACA -ACAGCAGGA 

* **** * * *** *** ****** * tt **** *** * * 

464 : CAAAAACTAA TACTAGCTTT CTTGATGAGA AGACCAGCAA GGGAGAAACA GACAATATG- 
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705 : TTCGCTATCT GTTG — CAG ACTATG GTTGGCCCAA TGA-TGTGGA TC-AGAGTCA 

**** MM* ** * MM* ***** ** ** * 

523 : TTCG-AAGGT GGTGATCAGA AGAAACCAGA GATCGACC — TGACCGAGTT TCTTCAGCAA 



756 : 



CTTGGATTCT TCAGACATG- 
** *** *** * * *** 



-TTTGATGTC GA- 
*** * ** 



-TG AGCT-TCTAC GTGACCTAAA 
***** * *** * * 



530 : CTAGGAATCT TGAAGGATGA AAATGAAGCA GAACCAAGTG AGGTAGCAGA GTGTCATTCC 



807 : TGGCGACGAT -GTGTTTGCA GGCTTAAATC AGGACCGGTA CCCGGGGAAC AGTG-TTGCC 
***** * *** * *** * *** ** * **** * * * * 

640 : CCTCCACCAT GGAACGAGCA AGAAGAAA-C TGGA — AGTC CTTTCAGAAC TGAGAATTTC 

865 : AACGGTTCAT A-CAGGCCCG AGAGTCAACA AAGTGGTTTT GATCCGCTAC AAAGC — CTC 

* * * ******* *** * * ***** ********* * 

697 : AGCTG-GGAT ACCCTGATCG AGATGCCAAG AAGTG AAACCACAAC TATGCAATTT 

922 : AACTACGGAA TACCTCCGTT TCAGCT-CGA GGGAAAGGAT GGTAATGGAT TCTTC — GA 
****** ** ** * **** ** ***** * *** ** **** 

751 : GACTCCAGCA -ACTTCGG AAGCTATGA TTTTGAGGAT G — ATGTAT CCTTCCCTTC 



978 : CGACTTGAGT TACT-TGGAT CTGGAGAACT AA 
* ** * **** *** ** * * * 

804 : CATCTGGGAC TACTACGGAA GCTTAG-ATT GA 



Sequence 1 
Size 

Uatching Posi tion 

Sequence 2 
Size 

Matching Posi t ion 

Matching Condition. 

Hatches 
Mismatches 
Gaps 
*N+ 

Matching 
Weight 



DREB2A. nuc 
1008 

1 - 1008 



DREB2G. nuc 
924 
1 



924 



-1 
1 
1 
2 

47.08 [K] 
149 



1 : ATGGCAGTTT ATGATCAGAG TGGAGATAGA AACAGAACAC AAATTGATAC ATCGAGGAAA 
**** 

61 : AGGAAATCTA GAAGTAGAGG TGACGGTACT ACTGTGGCTG AGAGATTAAA GAGATGGAAA 

5 : AA G— AA 

121 : GAGTATAACG AGACCGTAGA AGAAGTTTCT ACCAAGAAGA GGAAAGTACC TGCGAAAGGG 
*** * *** * t ******* * *** ** ** * * * 
10 : GAGCA ACC TCCG GCCAAGAA-A CGAA ACA TGGGGA — GA 

181 : TCGAAGAAGG GTTGTATGAA AGGTAAAGGA GGACCAGAGA ATAGCCGATG TAGTTTCAGA 
** * ** * **** ***** ********* ** ******* * * ** ** **** * 

46 : TCTAGAAAAG GTTGCATGAA AGGTAAAGGC GGTCCAGAGA ACGCCACGTG TACTTTCCGT 

241 : GGAGTTAGGC AAAGGATTTG GGGTAAATGG GTTGCTGAGA TCAGAGAGCC TAATCGAGGT 
********** ** *** *** ********** ** ******* ** * ***** *** ** ** 
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106 : GGAGTTAGGC AACGGACTTG GGGTAAATGG GTGGCTGAGA TCCGTGAGCC TAACCGTGGG 



301 : AGCAGGCTTT GGCTTGGTAC TTTCCCTACT GCTCAAGAAG CTGCTTCTGC TTATGATGAG 
* * ** * **** ** ** ** *** * ****** ** *** ***** 

166 : ACTCGTCTCT GGCTCGGCAC GTTTAATACC TCGGTCGAGG CCGCCATGGC TTACGATGAA 



361 : GCTGCTAAAG CTATGTATGG TCCTTTGGCT CGTCTTAATT TCCCTCGGT- CTGATGCGTC 
** ***** * ***** * **** ** ** ** *** * * * 
228 : GCCGCTAAGA AACTCTATGG ACACGAGGCT AAACTCAA CTTGGTG CACCCACAAC 



420 : TGAGGTTACG AGTACCTCAA GTCAGTCTGA GGTGTGTACT GTTGAGACTC CTGGTTGTGT 
** **** ******* ******** * *** * ** 

281 : AACAACAACA AGTA GTA GTGA-ACAGA AACTTGTCTT TTTCTGGCCA CGGGTCGGGT 



480 : TCATG T GAAAACAGAG GATCCAGATT GTGAAT C TAAACCCT — TCT CCGG 

** ** * ** *** ********** * *** * *** ** * 

337 : TCTTGGGCTT ATAATAAGAA GCTCGATATG GTTCATGGGT TGGACCTTGG TCTCGGCCAG 



528 : TGGAGTGGAG C-CGATG-TA TTGTCTGGAG A-ATGGTGCG GAAGAGATGA AGAGAGGTGT 
*** * ****** *** ******** * * ** *** * ** 

397 : GCAAGTTGTT CACGAGGTTC TTGCTCAGAG AGATCGAGTT TTCTACAAGA AGA-TGATGA 



585 : TAAAGCGGAT AAGC-AT-TG GCTGAGCGAG TTTGAACATA ACTATTGGAG TGATATTCTG 
* * ******** * ************** **** 

456 : TCATAGTCAT AATCGATGTT CGTCTTCAAG -TGGTTCGAA TCT-TTGTTG -GTTATTACC 



643 : AAAGAGAAAG AGAAACAGAA GGAGCAAGGG ATT GT AG A AACCTG TCA — GCAAC 

** * **** ** ** ** ** **** ***** ******* 

513 : TAA-ACAAAG TGATTCACAA -GATCAAGAG ACCGTTAATG CTACGACTAG TTATGGCGGT 



695 : AACAGCAGGA TTCGCTAT CTGTTG CAGACTATGG TTGGCCCAAT GATGTGGATC 

* ** * ***** *** *** * * **** ** * *** 

571 : GAAGGCGGTG GTGGCTCTAC GTTAACGTTT TCGACCAATT TGAAACCAAA GAATTTGATG 



749 : AG — AGTCAC TTGGATTCTT CA — GA CATGT TTGATGT CGATGAGCT 

** ** ****** ***** * ** ** *** * * * 

631 : AGTCAGAATT ATGGATTATA CAATGGAGCT TGGTCTAGGT TTCTTGTGGG GCAAGAAAAG 



792 : TCTACGTGAC CT-AAATGGC GACGATGTGT TTGCAGGCTT AAATCAGGAC CGGTACCCGG 
*** ******* ** **** ******* *** * 

691 : AAGACGGAAC ATGACGTGTC ATCGTCGTGT GGATCGTCGG ACAACAAGGA GAGTATGTTG 



851 : GGAAC-AG-T GTTGCCAACG GTTCATACA- GGCCCGAGAG TCAACAAAGT GGTTTTGATC 

* ******** ***** ******** * ** * *** 
751 : GTTCCTAGTT GCGGCGGAGA GAGGATGCAT AGGCCG-GAG TTGGAAGAGC GAACAGGATA 



908 : CGCTACAAAG CCTCAACTAC GGAATACCTC CGTTTCAG CTCGA-GG GAAAGGATGG 

** * * * ** * * * ***** ******* **** 

810 : TTTGGAAATG GATGATCTTT TGGAGATTGA TGATTTAGGT TTGTTGATTG GCAAAAATGG 



963 : T AATGGATTCT TCGACGACTT — GAGTTACT TGGATCTGGA GAACTAA 



870 : AGATTTCAAG AATTGGTGTT GTGAAGAGTT TCAACATCCA TGGAATTG — GTTCTGA 



*** * * * 



** ** ** 



* * * **** ** 



* ** * 



4+++++ 



Sequence 1 

Size : 
Matching Position : 



: DREB2A. nuc 
: 1008 

1 - 1008 



Sequence 2 



: DREB2H. nuc 



mm 2 004-3021234 
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Size : 
Matching Position : 

Matching Condition. 

Hatches 
Mismatches 
Gaps 
*N4 

Hatching 
Weight 



534 
1 



0010181 



534 



39.41 [X] 
304 



ATG-GCAGTT TATGATCAGA GTGGAGATAG AAACAGAACA CAAATTGATA CATCGAGGAA 
*** *** ******* ***** * * ** * ** 

ATGCCCAGGA AACG-GAAGT CTCGTG GAACA CGAGATGTAG CTGAGATTCT 



60 : AAGGAAATCT AGA-ACTAGA GGTGACGGTA CTACTGTGGC TGAGAGATTA AAGAGATGGA 
******** *** **** * *** * * ** * *** ***** t ** tt 
51 : AAGGAAATGG AGAGAGTACA -ATGA — GCA -GACCGAGGC AGATTC TTG-CATCGA 

119 : AAGAGTATAA CGAGACCGTA GAAGAAGTTT CTACCAAGAA GAGGAAAGTA CCTGCGAAAG 

* t tt * ** ***** tt tt t ttt t ttt 

102 : TGGTG GTG GTTCAA AACCAATCC GA — AAGGCT CCTCCAAAAC 

179 : GGTCGAAGAA GGGTTGTATG AAAGGTAAAG GAGGACCAGA GAATAGCCGA TGTAGTTTCA 
* ******* ********** ********** * ***** ** *** * *** * * 
143 : GTTCGAGGAA GGGTTGTATG AAAGGTAAAG GTGGACCTGA AAATGGGATT TGTGACTATA 



239 : GAGGAGTTAG GCAAAGGATT TGGGGTAAAT GGGTTGCTGA GATCAGAGAG CCTAATCGAG 
********* ** **** ********** ********** **** * *** ** **** 

203 : GAGGAGTTAG ACAGAGGACA TGGGGTAAAT GGGTTGCTGA GATCCGTGAG CCAGGCCGAG 



299 : GTAGCAGGCT TTGGCTTGGT ACTTTCCCTA CTGCTCAAGA AGCTGCTTCT GCTTATGATG 
** * * * ***** ttt tttttt tt* t * t tt ****** t ********** 
263 : GTGCTAAGTT ATGGCTCGGT ACTTTCTCTA GTTCATATGA ACCTGCATTG GCTTATGATG 



359 : AGGCTGC7AA AGCTATGTAT GGTCCTTTGG CTCGTCTTAA TTTCCCTCGG TCTGATGCGT 
***** * ** ****** *** *** ** ** 
323 : AGGCTTCCAA AGCTAT -TTA CGG TC AGT 



419 : CTGAGGTTAC GAGTACCTCA AGTCAGTCTG AGGTGTGTAC TGTTGAGACT CCTGGTTGTG 
*** * * * *** *** ***** ** ** **** 
350 : CTG CCCG ACTCAATCT -TCCAC TGCTGCCAC TGTG 



479 : TTCATGTGAA AACAGAGGAT CCAGATTGTG AATCTAAACC CTTCTCCGGT GGAGTGGAGC 
* ******** ** 

384 : T CAGGCT C — GGTT AC — 

539 : CGATGTATTG TCTGGAGAAT GGTGCGGAAG AGATGAAGAG AGGTGTTAAA GCGGATAAGC 

** *** *** ****** 
398 : — TGCATTT TCT GATGAA — 

599 : ATTGGCTGAG CGAGTTTGAA CATAACTATT GGAGTGATAT TCTGAAAGAG AAAGAGAAAC 

**** ****** ****** 
414 : TCTGA AGTTTG TGCACGTG A 



659 : AGAAGGAGCA AGGGATTGTA GAAACCTGTC AGCAACAACA GCACGATTCG CTATCTGTTG 

**** , **** *** 
434 : — GGAT ACAAAT GCA 
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719 : CAGACTATGG TTGGCCCAAT GATGTGGATC AGAGTCACTT GGATTCTTCA GACATGTTTG 

*** ****** * * ** *** ** ** **** 
447 : -AGA-TCTGG TT TTGGTC AGA-TCTCT AACTTC 

779 : ATGTCGATGA GCTTCTACGT GACCTAAATG GCGACGATGT GTTTGCAGGC TTAAATCAGG 

*** * * ** ***** **** ** 

477 : — TCG CAT TTCCAAAATG TTAAGTC — 

839 : ACCGGTACCC GGGGAACAGT GTTGCCAACG GTTCATACAG GCCCGAGAGT CAACAAAGTG 
** * *** * *** ** 
500 : CAAT AAC- -TGCAT — TG 

899 : GTTTTGATCC GCTACAAAGC CTCAACTACG GAATACCTCC GTTTCAGCTC GAGGGAAAGG 

*** *** ** *** 
514 : GTT AAG TT GGG 



959 : ATGGTAATGG ATTCTTCGAC GACTTGAGTT ACTTGGATCT GGAGAACTAA 

* *** **** 
525 : GCGTT ACTAG 



Sequence 1 
Si2e 

Matching Position 

Sequence 2 
Size 

Matching Position 
Matching Condition. 



DREB2B. nuc 
993 
1 - 993 



DREBZC. nuc 
1026 
1 



1026 



Matches 
Mismatches 
Gaps 
*N+ 

Hatching 
Weight 



-1 
1 
1 

2 

54.32 [« 
12 



1 : ATGGCTGTAT ATGAACAAAC CGGAACCGAG CAGCCGAAGA AAAGGAAATC TAGGGCTCGA 

t* ** ** *** * * * * * ** ******* ** * * * ** 

1 : AT-GCCGT CGG-AGATTG TTGAC-AGGA AAAGGAAGTC TCG TGGA 

61 : GCAGGTGGTT TAACGGTGGC TGATAGGCTA AAGAAGTGGA AAGAGTACAA CG AGATT 

** * * * ** tt *** * ****** **** ********* * ***** 

43 : ACACGAGAT GTAGC TGAGATTCTA AGGCAATGGA GAGAGTACAA TGAGCAGATT 

11B : GTTGAAGCTT CGGCTGTTAA AGAAGGAG AGAAACCGA AACGCAAAGT TCCTGCGAAA 

****** ******* ***** ** ** **** * *** 

97 : GAGGCAGAAT CTTGTATCGA TGGTGGTGGT CCAAAATCAA TCCGAAAGCC TCCTCCAAAA 

175 : GGGTCGAAGA AAGGTTGTAT GAAGGGTAAA GGAGGACCAG ATAATTCTCA CTGTAGTTTT 

** **** ** * ******** *** ****** ** ***** * * ** ***** 

157 : GGTTCGAGGA AGGGTTGTAT GAAAGGTAAA GGTGGACCTG AAAACGGGAT TTGTGACTAT 



235 : AGAGGAGTTA GACAAAGGAT TTGGGGTAAA TGGGTTGCAG AGATTCGAGA AC CG AAA AT A 
********** **** **** ********* ******** * **** ** ***** * 

217 : AGAGGAGTTA GACAGAGGAG ATGGGGTAAA TGGGTTGCTG AGATCCGTGA GCCAGACGGA 



295 : GGAACTAGAC TTTGGCTTGG TACTTTTCCT ACCGCGGAAA AAGCTGCTTC CGCTTATGAT 
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** **** * ***** ** ****** * * * * ******* * ******** 
277 ; GGTGCTAGGT TGTGGCTCGG TACnTCTCC AGTTCATATG AAGCTGCATT GGCTTATGAC 



355 : GAAGCGGCTA CCGCTATGTA CGGTTCATTG GCTCGTCTTA A-CTTCCC TCA 

** ***** * ***** ** *** * ******* ****** *** 
337 : GAGGCGGCCA AAGCTATATA TGGTCAGTCT GCCAGACTCA ATCTTCCCGA GATCACAAAT 



405 : GTCTG TT GGGTCTG AGTTTACTAG TACGTCTAGT 



397 : CGCTCTTCTT CGACTGCTGC CACTGCCACT GTGTCAGGCT CGGTTACTGC ATTTTCTGAT 



439 : CAATCTGAGG TGTGTACGGT TGAAAATAAG GCGGTTGTTT GTGCTGATGT TTGTGTGAAG 

******* ****** *** *** * ** *** ** * ***** 

457 : GAATCTGAAG TTTGTGCACG TGAGGATACA AATGCAAGTT CAGGTTTTGG TCAGGTGAAA 



499 : CATGAAGATA CTGATTGTGA ATCTAATCCA TT TAG TCAG — AT 77TAGA 

* ** *** * *** ** * ** ** *** **** ** * *** 

517 : CTAGAGGATT GTAGCGATGA ATATGTTCTC TTAGATAGTT CTCAGTGTAT TAAAGAGGAG 



546 : -TGTTA-GAG AAGA-GTCTT GTG GAA CCAGGCCGGA CAGTTG — CA CGG — TTGGA 

** * ** **** **** **** *** **** ** ***** 

577 : CTGAAAGGAA AAGAGGAAGT GAGGGAAGAA CATAACTTGG CTGTTGGTTT TGGAATTGGA 



595 : CA TCAA GATATGAATT CTTCGCTGAA TTACGATTTG CTGTTA G AGTTTGAGC- 

** ******* *** ** * * *** ** * * *** * 

637 : CAGGACTCGA -AAAGGGAGA CTT TGGA TGCTTGGTTG ATGGGAAATG GCAATGAACA 



647 : AGCAGTATTG GGGCCAAGTT TTGCAGGAGA AAGAGAAAGC GAAGCAGCAA GAAGAGGAGA 
** * **** ** ******** * ***** **** 

693 : AGAACCATTG GAG-TTTGGT GTGGATGAAA CGTTTGATAT TAATGAGCTA -TTGGGTATA 



707 : TACAGCAACA GCAACAGGAA CAGrCAACAG -CAA — CAGC TGCAACCGGA TTT6CTTACT 

* ***** *** * * *** ** *** *** *** *** * * ** 
751 : TTAAACGACA ACAATGTGTC TGGTCAAGAG ACAATGCAGT ATCAAGTGGA TAGAC — AC- 



763 : GTTGCAGATT ACGGTTGGCC TTGGTCTAAT G-ATATTGTA AATGATCAGA CTT-CTTGGG 
** *** * *** ******** *** ** * *** ** *** 

808 : — CCAAATT TCAGTT ACCAAAC GCAGTTTCCA AAT — TCTAA CTTGCTCGGG 



821 : ATCCTAATGA GTGCTTTGAT ATTAATGAAC TCCTTGGAGA TTTGAATGAA CCTGGTCCCC 

****** * ** *** * ** * **** *** ** * **** 
856 : AGCCTCA — A CCCTATGGAG ATTGCTCAA CCACGAG- -TTG-ATTAT GGATGTCCTT 



881 : ATCAGAGCCA AGACCAAAAC CACGTA-AAT TCTGGTAGTT ATGATTTGCA T — CCGCTTC 
***** ***** ****** ***** * ** ***** *** 

908 : AT— GTGC— AGCCCAGTGA TATGGAGAAC TATGGTATTG ATTTAGACCA TCGCAGGTTC 



938 : ATCTCG AGCCACACGA — TCG— TCA CGAG — TTCA ATGGTTTGAG TTCTCTGGA- 

**** * * *** ** *** * *** ***** * *** **** 
964 : AATGATCTTG ACATACAGGA CTTGGATTTT GGACGAGACA AAGAT G TTC-ATGGAT 



987 : rTATTTGA 
** * * 
1019 : CTACATAA 



* *** 



* *** * 



* ***** 



*** * 



-H+4++ 



Sequence 1 
Size 

Matching Posi tion 



DREB2B. nuc 
993 
1 - 



993 



ttlll#2 004-3021234 



#11 2003-071082 



^-v: 39/ 



[04 - 1 3] 



Sequence 2 
Size 

Hatching Position 

Matching Condition. 

Matches 
Mismatches 
Gaps 
*N4 

Matching 
Weight 



DREB2D. nuc 
621 

1 - 621 



-\ 
1 
1 

2 

43.12 ft] 
231 . 



0010181 



ATGGCTGTAT ATGAACAAAC CGGAACCGAG CAGCCGAAGA AAAGGAAATC TAGGGCTCGA 

*** * ******** * **** ** 

ATGTC ATC C — ATAGAG C CA AAAGTAA 



61 : GCAGGTGGTT TAACGGTCGC TGATAGGCTA AAGAAGTGGA AAGAGTACAA CGAGATTGTT 
* ***** *** ** * ** ***** **** *** * ** 

26 : — TGATGGTT -CGT-GC TAAT AAGAA ACAA CGA-ACCGTC 



121 : GAAGCTTCGG CTCTTAAAGA AGGAGAGAAA CCGAAACGCA AAGTTCCTGC CAAAGGGTCG 
***** *** *** 
61 : CAAGCT AGT TCG 



18! : AAGAAAGGTT GTATGAAGGG TAAAGGAGGA CCAGATAATT CTCACTGTAG TTTTAGAGCA 

* ******** ****** ** ***** *** ** ***** * ****** *** 

73 : AGGAAAGGTT GTATGAGAGG AAAAGGTGGA CCCGATAACG CGTCTTGCAC TTACAAAGGT 

241 : GTTAGACAAA GGATTTGGGG TAAATGGGTT GCAGAGATTC GAGAACCGAA AATAGGAACT 

********* * * ****** ******** ** ***** ****** ** **** ** 

133 : GTTAGACAAC GCACTTGGGG CAAATGGGTC GCTGAGATCC GCGAGCCTAA CCGAGGAGCT 



301 : AGACTTTGGC TTGGTACTTT TCCTACCGCG GAAAAAGCTG CTTCCGCTTA TGATGAAGCG 

* ******* * ***** ** *** * ****** * * ***** *** ** 

193 : CGTCTTTGGC TCGGTACCTT CGACACCTCC CGTGAAGCTG CCTTGGCTTA TGACTCCGCA 



361 : GCTACCGCTA TGTACGGTTC ATTGGCTCGT CTTAACTTCC CTCAGTCTGT TGGGTCTGAG 
*** ***** * ***** * ** *** *** ****** * * * ** 

253 : GCTCGTAAGC TCTATGGGCC TGAGGCTCAT CTCAACCTCC CTGAGTC-CT TAAG — AAG 



421 : TT-TACTAGT ACGTCTAGTC AATCTGAGGT GTGTACGGTT GAAAATAAGG CGGTTGTTTG 

** *** *** * *** ******* * * ****** 
309 : TTACCCTAAA ACGGC — GTC -GTCTCCGGC GTCCCAGACT — ACACCAAG CAGCAACACC 



480 : TGGTGATGTT TGTGTGAAGC ATGAAGATAC TGATTGTGAA TCTAATCCAT -TTAGTCAGA 
* ** **** * * ** ** * *** ** ** ****** 

364 : GGTGGAAA AAGC A-GCAG CGACTCTGAG TC — GCCGT GTTCATCCAA 



539 : TTTTAGATGT TAGAGAAGAG TCTTGTGGAA CCAGGCCGGA CAGTTGCACG GTTGGACATC 
****** * ** ******* * ** *** * * ** *** 

408 : — CGAGATGT CA TCATGTGGAA GAGTGA CAG AG G — AGATATC 



599 : AAGATATGAA TTCTTCGCTG AATTACGATT TGCTGTTAGA GTTTGAGCAG CAGTATTGGG 

****** *** **** *** * ** * ** * * ** 
447 : ATGGCA GCA T ATA AACGTGGATT TGCCGGTAAT GGATG ATTCTT 

659 :. GCCAAGTTTT GCAGGAGAAA GAGAAACCGA AGCAGGAAGA AGAGGAGATA CAGCAACAGC 

*** * * * ****** . . 
491 : — CAA — TAT G GGAAGA 
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719 : AACAGGAACA GCAACAGCAA CAGCTGCAAC CGGATTTGCT TACTGTTGCA GATTACGGTT 

**** ttt ttt * *** ** * 
S04 ; 1 AGCTACAA TGTCG TTA-GGAT 

779 : GGCCTTGGTC TAATGATATT GTAAATGATC AGACTTCTTG GGATCCTAAT GAGTGCTTTG 
tt ttt * **** t t zt ** t * **** * * **** 
524 : TTCCATGGGT TCATGA — A GGAGATAATG ATATTTCTCG G TTTG 

339 : ATATTAATGA ACTCCTTGGA GATTTGAATG AACCTGGTCC CCATCAGAGC CAAGACCAAA 

*** **** **** * ** 
566 : ATA CTTG — TATTT CCGG 

899 : ACCACGTAAA TTCTGGTAGT TATGATTTGC ATCCGCTTCA TCTCGAGCCA CACGATGGTC 
*** * * * ttt t « * **** * tt tt t 
582 : TGGCTAT TCTAATTGGG ATTCCTTTCA T-TC CC- — C 



959 ; ACGAGTTCAA TGGTTTGAGT TCTCTGGATA TTTGA 
** ***♦» 
615 : AC TTTGA 



Sequence 1 
Size 

Hatching Posi tion 

Sequence 2 
Size 

Matching Posi tion 
Hatching Condi tion. 

Matches 

Mismatches 

Gaps 

*W+ 

Hatching 
Weight 



DREB2B. nuc 
993 

1 - 993 



DREB2E. nuc 
735 
1 



735 



-1 
1 
1 

2 

49. 22 [55] 
140 



1 
1 

58 
56 

118 
99 

175 
151 

235 
211 

288 



ATGG — CTG TATATGAACA AACCGGAACC GAGCAGCCGA AGAAAAGGAA ATCTAGGGCT 
**** * * ** *** * ** *** **** ' tt * t t tt tt 
ATGGAAAAGG AAGAT-AACG GATCGAAACA GAGC-TCCTC TGCTTCTG — TTGTA-TCCT 



CGAGCAGGTG GTTTAACGGT GGCTGATAGG CTAAAGAAGT GGAAAGAGTA CAACGAGATT 
*tt* t * t ** ft* tt ttt t t ttt ttt t ttt tt 

CGAG-AAGAC GAAGAAGAGT GGTTGA G C CAGT GGA AGCGACGTT 



GTTGAAGCTT CGGCTGTTAA AGAAGGA 6AGAAACCGA AACGCAAAGT TCCTGCGAAA 

tt t t* * t ******* * tt t * ********* ttt 
ACAGA — GAT GGGAGG — A AGAAGGATTG GCGAGAGC — -TCGTAGGGT TCAAGCCAAA 



GGGTCGAAGA AAGGTTGTAT GAAGGGTAAA GGAGGACCAG ATAATTCTCA CTGTAGTTTT 
** ******* ********** tt tt ttt tt ******* * ttt tt ttt t ttt 
GGTTCGAAGA AAGGTTGTAT GAGAGGAAAA GGTGGACCAG AGAATCCTGT TTGTCGGTTT 



AGAGGAGTTA GACAAAGGAT TTGGGGTAAA TGGGTTGCAG AGATTCGAGA ACC 

***** ttt ******** * ****** *** ******** * **** ** ** *** 
AGAGGTGTTC GACAAAGGGT TTGGGGGAAA TGGGTTGCTG AGATACGTGA ACCAGTGAGT 



-G AAAA — 
* ttt 



TAG 
*** 



-GAACTA- 
* * ** 



-GACTTTGGC TTGGTACTTT TCCTACCGCG 
* ******* **** ** ** * **»* tt 
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271 : CACCGTGGTG CAAACTCTAG TCGTAGTAAA CGGCTTTGGC TTGGCACGTT TGCTACTGCA 

331 : GAAAAAGCTG CTTCCGCTTA TGATGAAGCG GCTACCGCTA TGTACGGTTC ATTGGCTCGT 

* ****** *** ***** ** *** **** * * ******* ***** 
331 : GCTGAAGCTG CTTTGGCTTA CGACAGAQCT GCTAGTGTCA TGTACGGACC CTATGCCAGG 

391 : CTTAACTTCC CTCAGTCTGT TGGGTCT6AG TTTACTAGTA CGTCTAGTCA ATCTGAGGTG 

* ** **** * * * * ***** * * ** * ** * * 

391 : TTAAATTTCC CGGAAGAT-T TGGGTGGGGG AAGGA AG — A A 

451 : TGTACGGTTG AAAATAAGGC CGTTGTTTGT GGTGATGTTT GTGTGAAGCA TGAAGATACT 

* *** * **** ** * *** * ****** 
429 : -GGACC AGGAGGC GG AAAGTT CG GGAGGCTATT 

511 : GATTGTGAAT CTAATCCATT TAGTCAGATT TTAGATGTTA GAGAAGAGTC TTGTGGAACC 

* *** *** **** ** ** * * ** *** * ** * ** ** 
461 : GGTTG-GAAA CTAA—CA — AAGCCGG TA-ATG GCGTG AT-TGAAA — 

571 : AGGCCGGACA GTTGCACGGT TGGACATCAA GA-TATGAAT TCTTCGCTGA ATTACGATTT 

**** * **** ** ** **** ***** * ** * ** 
500 : — — CGGA AGG TGGA AAA GACTATGTAG TCTAC A ATGAAGA — C 

630 : GCTGTTAGAG TTTGAGCAGC AGTATTGGGG CCAAGTTTTG CAGGAGAAAG AGAAACCGAA 

*** ****** ** ** *** ** * *** **** ** * 
538 : GCT ATTGAGC TT — GG CCA TG -ACAAGACTC AGAATCCTAT 

690 : GCAGGAAGAA GAGGAGATAC AGCAACAGCA ACAGGAACAG CAACAGCAAC AGCTGCAACC 

* **** * ** ** **** ***** ** ** * 
576 : G ACTGATAA TGAAATAG TGAAC CCAGCA GTGAAATC 

750 : GGATTTGCTT ACTGTTGCAG ATTACGGTTG GCCTTGGTCT AATGATATTG TAAATGATCA 

** * ** **** * ** ****** 
612 : AGA GGAAG GTTACAG CT — ATGATC- 

81 D : GACTTCTTGG GATCCTAATG AGTGCTTTGA TATTAATGAA CTCCTTGGAG ATTTGAATGA 
*** * ** ***** ******** ***** 

63S : GATTCAAA TTGGA T AA CGGATTGTTG — TATAATGA 

870 : ACCTGGTCCC CATCAGAGCC AAGACCAAAA CCACGTAAAT TCTGGTAGTT ATGATTTGCA 

**** **** ** 
669 : ACCT CAAA GC- 

930 : TCCCCTTCAT CTCGAGCCAC ACGATGGTCA CGAGTTCAAT GGTTTGAGTT CTCTGGATAT 
*** ********* * *** *** *** ** ******* * *** * 

679 : TCCAGTT-AT CACCAGGGA- — GGTGGATT CGA-TTC-AT ATTTTGAGTA TTTCAGAT-T 

990 : TTGA 
* 

732 : CTAG 



Sequence 1 . : DREB2B. nuc 

Size 993 

Hatching Position : 1-993 

Sequence 2 : DREB2F. nuc 
Size 834 

Hatching: Position : 1 - 834 

Matching Condition. 



thlli|#2 004-3021234 



#IS 2003-071082 



^-vl 42/ 



[E14 - 1 61 



Hatches 

Mismatches 

Gaps 

*m 

Matching 
Height 



0010181 



-1 
1 

1 

2 

48.46 
138 



1 : ATGGCTGTAT ATGAACAAAC CGGAACCGAG CAGCCGAAGA AAAGGAAATC TAGGGCTCGA 

**** *** ** *** *** 
1 : ATGG AGA AA — TCATC CTC— 

61 : GCAGGTGGTT TAACGGTGGC TGATAGGCTA AAGAAGTGGA AAGAGTACAA CGAGATTGTT 

* * *** **** 
18 : A ATGAA ACAA 

121 : GAAGCTTCGG CTGTTAAAGA AGGAGAGAAA CCGAAACGCA AAGTTCCTGC GAAAGGGTCG 
****** * * * ****** *** 
28 : TG GA AG A AGGGTCCTGC TCG 

181 : AAGAAAGGTT GTATGAAGGG TAAAGGAGGA CCAGATAATT CTCACTGTAG TTTTAGAGGA 
*** ****** ** *** * ** *** *** * * *** 
48 : GGG TAAAGGCGGT CCACAAAACG CTCTTTGTCA GTACCGTGGA 

241 : GTTAGACAAA GGATTTGGGG TAAATGGGTT GCAGAGATTC GAGAACCGAA -AATAGGAAC 
** ** **** *** I***** ******** ** ***** **** ** ** ** *** * 
91 : GTCAGGCAAA GGACTTGGGG CAAATGGGTG GCTGAGATCA GAGAGCCCAA GAAGAGG-GC 

300 : TAGACTTTGG CTTGGTACTT TTCCTACCGC GGAAAAAGCT GCTTCCGCTT ATGATGAAGC 
********* ***** *** * **** ** *** **** *** **** ******* ** 

ISO : AAGACTTTGG CTTGGCTCTT TCGCTACAGC TGAAGAAGCA GCTATGGCTT ATGATGAGGC 

360 : GGCTACCGCT ATGTACGGTT CATTGGCTCG TCTTAACTTC CCTCAGTCTG TTGGGTCTGA 

** * ** ** ** ** ***** ***** *** * * 
210 : TGCCTTGAAA CTCTATGGGC ACGACGCATA CCTCAACTTA CCTCA-TCTT CAGCG 

420 : GTTTACTAGT ACGTCT A GTCAATCT — GAGGTGTGTA CGGTTGAAAA TAAGGCGGTT 

* *** ** * *** * ** * ttt ***** ***** * * ** 
264 : GAATACAAGA CCTTCTCTGA GTAACTCTCA GAGGTTCAAA TGGGT-ACCT TCA — AGGAA 

475 : GTTTGTGGTG ATGTTTGTGT GAAGCATGAA G-ATACTGAT TGTGAAT-CT AATCCATTTA 
**** * ** * *** * **** ****** ****** ** * ** ** 
321 : GTTTAT ATCTATGTTT CCTTCATGTG GTATGCTAAA CGTGAATGCT CAGCC TA 

533 : GTCAGATTTT AGATGTTAGA GAAGAGTCTT GTGGAACCA GG CCGG ACAGTT — G 

** ************** **** ** * * ** ** ** 

374 : GT GTTC ACATAATCCA GCAAAGACTA GAAGAACTCA AGAAAACTGG ACTTTTATCT 

585 : CACGGTTGGA CATCAAGATA TGAATTCTTC GCTGAATTAC GATTTGCTGT TAGAGT — TT 
tt * ******* ***** **** * * * * ****** 
430 : CAATCCTATT CTTCTAGTTC T — TCCTCC ACCGAATCAA AAACTAATAC TAGCTTTCTT 

643 : GAGCAGCAGT ATTGGGGCCA AGTTTTGCAG GAGAAAGAGA AACCGAAGCA GGAAGAAGAG 
** ***** * ** ** * ****** *** * * * **** * * 

487 : GATGAGAAG- ACCAG CA AG G GAGAAACAGA CA-ATATGTT CGAAG — GTG 



703 : GAGATACAGC AACAGCAACA G GAACAG CAACAGCAAC AGCTGCAACC GGATTTGCTT 

************* ** * * ** * * ***** * * * 
533 : CTGAT-CAGA AGAAACCAGA GATCGACCTG ACCGAGTTTC TTCAGCAACT AGGAATCTTG 
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760 : ACTGTTGCAG ATTACGGTTG GCCTTGGTCT AATGATATTG TAAATGATCA GACTTCTTGG 

* * ****** * * ********* *** t ** 

592 : AAGGATGAAA ATGAAG CAGAACCA AGTGAGGTAG CAGAGTGTCA TTCCCCTCCA 

820 : GATCCTAATG AGTGCTTTGA TATTAATGAA CTCCTTGGAG ATTTG AA TGAACCTGG- 

***** ** * * *** ***** ***** * * * **** 

646 : CCATGGAACG AGCAAGAAGA AACT — GGAA GTCCTTTCAG AACTGAGAAT TTCAGCTGGG 

876 : -TCCCC — AT C-AGA-GCCA AG-ACCAAAA CCACGTAAAT TCTGGTAGTT ATGATTTGCA 

* *** ** * *** **** ** * *** **** ******* *** * ** 

704 : ATACCCTGAT CGAGATGCCA AGAAGTGAAA CCAC AAC TATGCAA — T TTGA-CTCCA 

930 : TCCGCTTC ATCT-CGAG CCACACGATG — GT CAC GAGTTCAATG GTTTGAGTTC 

* **** ***** * **«* ** * *** ** ***** 

758 : GCAACTTCGG AAGCTATGAT TTTGAGGATG ATGTATCCTT CCCTTCCAT- CTGGGACTAC 



981 : TCTGGA TA-TTTGA 

* *** ** **** 
817 : TACGGAAGCT TAGATTGA 



Sequence 1 : DREB2B. nuc 

Size 993 

Hatching Position : 1 - 993 

Sequence 2 : DREB2G. nuc 

Size 924 

Hatching Position : 1 - 924 



Hatching Condition. 

Hatches 
Mismatches 
Gaps 
*N+ 



Hatching 48.32 [*] 

Height 163 



1 : ATGGCTGTAT ATGAACAAAC CGGAACCGAG CAGCCGAAGA AAAGGAAATC TAGGGCTCG- 

**** ****** * *** ** ** * * ** * *** *** *** * 
1 : ATGGAAGAAG ACCAAC-CTC CGG — CCAAG AAACGAAACA TGGGGAGATC TAGAAAAGGT 

60 : AGCAGGTGGT TTAACGGTGG — CTGATA — GGCTAAAGAA — GTGG AAAGAGTACA 

*** * ******* * ** * * * * * **** * ** ** 

58 : TGCATGAAAG GTAAAGGCGG TCCAGAGAAC GCCACGTGTA CTTTCCGTGG AGTTAG-GCA 

110 : ACGAGATTGT TGAAGCTTCG GCTGTTAAAG A-AGGAGAGA AACCCAAACG CAAAGTTCCT 
*** ********** ** * * *** ** ** ** * * 

117 : ACGGACTTGG GGTAAAT — G GGTGGCTGAG ATCCGTGAG CCTAACCG — TGGGACTC 

169 : GCGAAAGGGT CGAAGAAAGG TTGTATGAAG GGTAAAGGAG GACCAGATAA TTCTGACTGT 

* ********** *** *** * * ** * t ** 

170 : GTCTCTGGCT CG — GCACGT TTAATACCTC GGT CGAG GCCGCCATGG CTTACGATGA 

229 : AG — TTTTAG AGGAGTTA — GACAAAGGAT TTGGGGTAAA TGGGTTGCAG AGA-TTCGAG 

** * ** * ** **** * * ***** **** * * * 

225 : AGCCGCTAAG AAACTCTATG GACACGAGGC TAAACTCAAC TTGG-TGCAC CCACAACAAC 

284 : AACCGAAAAT AGGAACTAGA CTTTGGCTTG GTACTTTTCC TACCGCGGAA AAAGCTGCTT 
*** ********* *** ** ttt** ** *** * * *** 

284 : AACAACAAGT A-GTAGTGAA CAGAAACTT- GTCTTTTTCT GGCCACGG-G TCCGGTTCTT 
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344 : CCGCTTATGA TGAAGCGGCT ACCGCTATGT ACGGTTCATT GGCTCGTCT TAACTTCCCT 

****** * * *** *** ** *** ******* ** * * ** * ** 
341 : GGCCTTATAA T-AAGAAGCT — C GAT AT — — GGTTCATG GGTTGGACCT TGGTCTCGGC 

403 : CAGTC-TGTT GGGTCTGAGT TTACTAGTAC GTCTAGTCAA TCTGAGGTGT GTACGGTTGA 
*** * *** * *** ****** ** * ** *** * * *** ** 
394 : CAGGCAAGTT GTTCACGAGC TT-CTTGCTC AGAGAG A TC-GAGTTTT CTAC — AAGA 

462 : AAATAAGGCG GTTGTTTGTG GT-GATGTTT GT-GTGAAGC ATGAAGATAC — TGATTGTG 

***** * * * * ****** ** * *** ** * ** * t* 

447 : AGATGATGAT CATAGTCATA ATCGATGTTC GTCTTCAAGT GGTTCGAATC TTTGTTGGTT 

518 ; A — ATCTAAT C-CATTTAGT CAGATTTTAG ATGTTAGAGA AGAGTCTTG- TGGAACCAGG 

* * **** * ******* ** ** ***** * ** * *t ** 
507 : ATTACCTAAA CAAAGTGATT CACA AG AT-CAAGACA CCGTTAATGC TACGACTAGT 



574 : CCGGACAGTT GCA — CGGTT CGACATCAAG ATATGAATTC TTCGCTGAAT T 

****** **** * ** * * * * * **** *** * 
562 : TATGGC-GGT GAAGGCGGTG GTGGCTCTAC GT-TAACGTT TTCGACCAAT TTGAAACCAA 

623 : ACGATTTGCT G T TAGAGTTTGA GCAGCAGTAT TGGGGCCAAG TTT-TGCAGG 

* ***** * * ****** tt * ********** ** 
620 : AGAATTTGAT GAGTCAGAAT TATGGATTAT ACAATGGAGC TTGGTCTAGG TTTCTTGTGG 

674 : AGAAAGAGAA ACCGAAGCAG GAAGAAGAGG AGATACAGCA ACAGCAACAG GAACAGC-AA 

* **** ** * **** ********* ** * * ****** 

680 : GGCAAGA-AA A— GAAGACG GAACATGACG TG TCA TCGTCGTGTG GATCGTCGGA 

733 : CAGCAACAGC TGCAACCGGA TTTGCTTACT GTTGCAGATT ACGGTTGGCC TTGGTCTAAT 

***** * * * ** ** * * ** ** ***** * ** * 
732 : CAACAAGGAG AGTATGTTGr GTTCCTAGTT GCGGCGGACA GAGGAT-GCA TAGGCC 

793 : GATATTCTAA ATGATCAGAC TTCTTGGGAT CCTAATGACT GCTTTGATAT TAATGAACTC 

* *** ** ** * ** **** ** ** ** ** **** ** 
786 : GGAGTTGGAA — GAGCGAAC AGGAT AT TTGGAAAT GGATGATCT- 

853 : CTTGGAGATT TGAATGAACC TGGTCCCCAT CAGAGCCAAG ACCAAAACCA CGTAAATTCT 
********* **** *** * * * ***** * ***** 

828 : TTTGGAGATT — GATGATTT AGGT T TGTTG — ATT GGCAAAA — A TGGAGATT — 

913 : GGTAGTTATG ATTTGCATCC GCTTCATCTC GAGGCACACG ATGGTCACGA GTTCAATGGT 

******* * * * * ********* **** 
875 : TCAAG AATTG GTGTT GTG AAG A— GTTTCAA CATCCATGGA 

973 : TTGAGTTCTC TGGATATTTG A 

* **** ** * 

914 : ATTGGTTC TG A 

+m++ 

Sequence 1 : DREB2B. nuc 
Size 993 

Matching Position : 1 - 993 

Sequence 1 : DREB2H. nuc 

Size 534 
Hatching Position : 1 - 534 

Matching Condition. 

Hatches -1 



taHE#2 004-3021234 



#11 2003-071082 



*<-i?: 45/ 



[H4- 1 9] 



"0010181 

Mismatches 1 
Gaps 1 
. *N+ 2. 

Hatching 39.24 [*] 

Weight 295 



1 : ATGGCTGTAT ATGAACAAAC CGGAACCGAG CAGCCGAAGA AAAGGAAATC TAGGGCTCGA 
** *** * It ** **** ** t t * ** 

1 : AT GCCCAGGA AACGGAAGTC TCG — TGGA 



61 : GCAGGTGCTT TAACGGTGGC TGATAGGCTA AAGAAGTGGA AAGAGTACAA CG — AGATT 

***** ** ** *** * *** * *** **** ********* * *** 

28 : ACACGAGAT GTAGC TGAGATTCTA AGGAAATGGA GAGAGTACAA TGAGCAGACC 



118 : GTTGAAGCTT C-GGC — TGT TAAAGAAGGA GAGAAACCGA AACGCAAAGT TCCTGCGAAA 
********* * * * ** ***** * ***** **** * *** 
82 : CAGGCAGATT CTTGCATCGA TGGTGGTGGT TCAAAACCAA TCCGAAAGGC TCCTCCAAAA 



175 : GGGTCGAAGA AAGGTTGTAT GAAGCGTAAA GGAGGACCAG ATAATTCTCA CTGTAGTTTT 
* **** ** * ******** *** ****** ** ***** * * *** *** * * 

142 : CGTTCGAGGA AGGGTTGTAT GAAAGGTAAA GGTGGACCTG AAAATGGGAT TTGTGACTAT 



235 : AGAGGAGTTA GACAAAGGAT TTGGGGTAAA TGGGTTGCAG AGATTCGAGA ACCGAAAATA 
* ******** **** **** ********* ******** * **** ** tt ** * 
202 : AGAGGAGTTA GACAGAGGAC ATGGGGTAAA TGGGTTGCTG AGATCCGTGA GCCAGGCCGA 



295 : GGAACTAGAC TTTGGCTTGG TACTTTTCCT ACCGCGGAAA AAGCTGCTTC CGCTTATGAT 
** *** * ***** ** ****** ** * * * ******* * ********* 
262 : GGTGCTAAGT TATGGCTCGG TACTTTCTCT AGTTCATATG AAGCTGCATT GGCTTATGAT 

355 : GAAGCGGCTA CCGCTATCTA CGGTTCATTG GCTCGTCTTA ACTTCCCTCA GTCT6TTGGG 

** ** * * ***** ** *** *** ***** 
322 : GAGGCTTCCA AAGCTATTTA CGG — TCA GTCTG 

415 : TCTGAGTTTA CTAGTACGTC TAGTCAATCT GAGGTGTGTA CGGTTGAAAA TAAGGCGGTT 

* * ******* * * 
353 : : CCC GACTCAATCT 1C C 

475 : GTTTGTGGTG ATGTTTGTGT GAAGCATGAA GATACTGATT CTGAATCTAA TCCATTTAGT 

**** ** *** * ** 

369 : ACTG CT— GCCACTGTGT 

535 : CAGATTTTAG ATCTTAGAGA AGAGTCTTGT GGAACCAGGC CGGACAGTTG CACGGTTGGA 
*** * * ***** * 

385 : CAG G CTCGGTT — A 

595 : CATCAAGATA TGAATTCTTC GCTGAATTAC GATTTGCTGT TAGAGTTTGA GCAGCAGTAT 

* ** *** * * ***** *** ****** 
397 : C TGCATTTTCT GATGAAT -CTG AAGTTTG 

555 : TGGGGCCAAG TTTTGCAGGA GAAAGAGAAA CCGAAGCAGG AACAAGAGGA GATACAGCAA 

**** * ** ****** 
425 : TGCACGT GA G GATACA 

715 : CAGCAACAGG AACAGCAACA GCAACAGCTG CAACCGGATT TGCTTACTGT TGCAGATTAC 

** ** *** *** ** 
441 : AA TG CAA GAT CT 



775 : GGTTGCCCTT GGTCTAATGA TATTGTAAAT GATCAGACTT CTTGGGATCC TAATGAGTGC 
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**** ** ** ***** * ** * *** * 
453 : GCTT TT GG TCAGA — T CT C TAA C 



835 : TTTGATATTA ATGAACTCCT TGGAGATTTG AATGAACCTG GTCCCCATCA GAGCCAAGAC 
** *** **** t 
474 : TT CTC GCATTT C 

895 : CAAAACCACG TAAATTCTGG TAGTTATGAT TTGCATCCGC TTCATCTCGA GCCACACGAT 
***** **** ********* * 
486 : CAAAA TGTTAAG TCCAATAAC TGCAT T 



955 : GGTCACGAGT TCAATGGTTT GAGTTCTCTG GATATTTGA 

*** * *** *** * ** ** * * 

513 ; GGTTA — ACT TGG — G GCGT TACTAG- 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 
Hatching Condi t ion. 



DREB2C. nuc 
1026 

1 - 1026 



DREB2D. nuc 
621 
1 



621 



Hatches 
Hi snatches 
Gaps 
*N+ 

Hatching 
Height 



-1 
1 
1 

2 

43.40 [X] 
252 



1 : ATGCCGTCGG AGATTGTTGA CAGGAAAAGG AAGTCTCGTG GAACACGAGA TGTAGCTGAG 

*** * ** ** *** 
I : ATGTCATC CA TAG 

61 : ATTCTAAGGC AATGGAGAGA GTACAATGAG CAGATTGAGG CAGAATCTTG TATCGATGGT 
tt * * * * t* **** ** * **** 

14 . AGCC A AAA Gl — AATG ATGGTTGGT 

121 : GGTGGTCCAA AATCAATCCG AAAGCCTCCT CCAA-AAGGT TCCAGGAAGG GTTGTATGAA 

****** *** ** ** * * **** ** ******** * ********* 
37 : GCTAAT-AAG AAACAA — CG AA CCGT CCAAGCTAGT TCGAGGAAAG GTTGTATGAG 

180 : AGGTAAAGGT GGACCTGAAA ACGGGATTTG TGACTATAGA GGAGTTAGAC AGAGGAGATG 
*** ****** ***** ** * *** * *** ****** ******* ***** 
90 : AGGAAAAGGT GGACCCGATA ACGCGTCTTG CACTTACAAA GGTGTTAGAC AACGCACTTG 

240 : GGGTAAATGG GTTGCTGAGA TCCGTGAGCC AGACGGAGGT GCTAGGTTGT GGCTCGGTAC 
*** ****** ** ******* **** ***** ** **** *** * * * ********** 
150 : GGGCAAATGG GTCGCTGAGA TCCGCGAGCC TAACCGAGGA GCTCGTCTTT GGCTCGGTAC 

300 : TTTCTCCAGT TCATATGAAG CTGCATTGGC TTATGACGAG GCGG — CCAA AGCTATATAT 

*** ** tt ***** **** ***** ******* ***** **** *** 
210 : CTTCGACACC TCCCGTGAAG CTGCCTTGGC TTATGACTCC GCAGCTCGTA AGCTCTATGG 

358 : G-GTCAGTCT GCCAGACTCA ATCTTCCCGA GATCACAAAT CGCTCTTCTT CGACTGCTGC 
* ***** ** **** ******** * *** * * * 
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270 : GCCTGAGCCT — CA-TCTCA ACCTCCCTGA G TCCn AACAAGTTAC 

417 : CACTGCCACT GTGTCAGGCT CGGTTACTGC ATTTTCTGAT GAATCTGAAG TTTGTGCACG 

************* * ** t* * 
313 : C-CTAAAACG GCGTC-GTCT C — CGGC GTCC 

477 : TGAGGATACA AATGCAAGTT CAGGTTTTGG TCAGGTGAAA CTAGAGGATT GTAGCGATGA 

** **** **** *** * **** ** * ** * * ***** 
340 : -CAGACTACA — CCAAG — CAG CAAC ACCCGTGGAA — AAAGCA — GCAGCGA 

537 : ATATGTTCTC TTAGATAGTT CTCAGTGTAT TAAAGAGGAG CTGAAAGGAA AAGAGGAAGT 
*** * *t * * * *** * * * * ** ** ** ** 

384 : CTC TGAG T CGCCGTG — T TCA TCCAACGA GATGT 

597 : GAGGGAAGAA CATAACTTGG CTGTTGGTTT TGGAATTGGA CAGGACTCGA AAAGGGAGAC 
*** * *■ ***** ****** ***** 

416 : CATCA : TG TGGAA GAGT-CA CAGAGGAGA- 

657 : TTTGGATGCT TGGTTGATGG GAAATGGCAA TGAACAAGAA CCATTGGAGT TTGGTGTGGA 
* **** ** ****** ***** 
443 : TATCATGG GA GCATATAAA C GTGGA 

717 : TGAAACGTTT GATATTAATG AGCTATTGGG TATATTAAAC GACAACAATG TGTCTGGTCA 
*** * ***** *** *** *** 

468 : TTT GCCGGTAATG GATG ATTCT — TCA 

777 : AGAGACAATG CAGTATCAAG TGGATAGACA CCCAAATTTC AGTTACCAAA CGCAGTTTCC 

* ** . *** *** * ***** **** * * ***** 
493 : A TA TGGGAAGAAG CTACAATGTC -GTTA GGA-TTTCC 

837 : AAATTCTAAC TTGCTCGGGA GCCTCAACCC TATGGAGATT GCTCAACCAG GAGTTGATTA 

** * ** *** * ** ** *** *** * ***** 

528 : — ATGGGTTC ATG— AAGGA G A TAATGATATT TCTC GGTTTGATAC 

897 : TGGATGTCCT TATGTGCAGC CCAGTGATAT GGAGAACTAT GGTATTGATT TAGACCATCG 

* ** *** * ** *** **** ** *** ** 

570 : T TG TATTT CCGGTG GCTAT TCTA ATT GGGA 

957 : CAGGTTCAAT GATCTTGACA TACAGGACTT GGATTTTGGA GGAGACAAAG ATGTTCATCG 

*** *** ** * * **** 
600 : TTC CTT-TCA TTCCCCACTT 

1017 : ATCTAGATAA 
* * 

619 : — TGA 

mm 

Sequence 1 : DREB2C. nuc 

Size : 1026 

Hatching Pes i I ion : 1 - 1026 

Sequence 2 : DREB2E. nuc 

Size 735 
Hatching Position : 1 - 735 

Hatching Condition. 

Hatches -1 

Mismatches 1 

Gaps 1 

*N+ 2 



tt}fJE^2 004-3021234 



mm2 



0 0 3-071 
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Hatching 
Weight 



47. 
184 



50 [X] 



1 : ATGCCGTCGG -ACATTCTTG ACAGCAAAAG GAAGTCTCGT GGAACACGAG ATGTAGCTGA 

*** ** **** ******* ****** * * **** * 
1 : ATGGAAAAGG AAGATAACGG ATCGAAACAG — AG-CTCCT -CTGCTTCTG TTGTATCCTC 



60 : GATTCTAAGG CAATGGAGAG AGTACAATGA GCAGATTGAG GCAGAATCTT GTATCGATGG 

** ****** **** * *** ** ***** * ** * **** 
57 : GA GAAGA CGAAGAAGAG TG GTTGA GCCAGTGGAA GC — GACGTT ACAGAGATG- 



120 : TGGTGGTCCA A— AAT CAATCCGAA AGCCTCCTCC AAAAGGTTCG AGGAAGGGTT 

** ** * * * * * ****** * ********* * *** **** 

108 : -GGAGGAAGA AGGATTGGCG AGAGCTCGTA GGGTTCAAGC CAAAGGTTCG AAGAAAGGTT 



173 : GTATGAAAGG TAAAGGTGGA CCTGAAAACG GGATTTGTGA CTATAGAGGA GTTAGACAGA 
****** *** ********* ** ** ** ***** * ****** *** **** * 

167 : GTATGAGAGG AAAAGGTGGA CCAGAGAATC CTGTTTGTCG GTTTAGAGGT GTTCGACAAA 



233 : GGAGATGGGG TAAATGGGTT GCTGAGATCC GTGAGCCAGA CGGAGGTGCT AGGTTGTGGC 
** ***** ********* ******** * **** **** *** * * 

227 : GGGTTTGGGG GAAATGGGTT GCTGAGATAC GTGAACCAG- -TGAGTCAC C 



293 : TCGGT ACTTT CTCCAGTTCA TATGAAGCTG CATTCGCTTA TGACGAGGCG GCCAAAGCTA 
*** * *** ** ** ** ***** ******* * ** * 
275 : GTGGTGCAAA CTCTAG-TCG TAGTAAACGG CTTTCGCTT G GC A 



353 : TATATGGTCA GTCTGCCAGA CTCAATCTTC CCGAGATCAC AAATCGCTCT TCTTCGACTG 
* ** * *** *** ** ***** * *** * **** * 

317 : CGTTTGCT ACTG-CAG- CTGAAGCTGC TTTGGCT TACGACAG 



413 : CTGCCACTGC CACTGTGTCA GGCTCGGTTA CTGCATTTTC TGATGAATCT GAAGTTTGTG 
**** * ****** ********** ******* 

357 : AGCTGC TA — GTGTCA TGTACGG — A C— CCTATGC CAGGT TAAATTT — 



473 : CACGTGAGGA TACAAATGCA AGTTCAGGTT TTGGTCAGGT GAAACTAGAG GATTGTAGCG 
******* * *** *** * * * ** ** * 
399 : CCCG-GAAGA T TTG GGT G GGG GA AG-G 



533 : ATGAATATGT TCTCTTAGAT AGTTCTCAGT GTATTAAAGA GGAGCTGAAA GGAAAAGAGG 

* *** * ** **** * * 
424 : AAGAA GGACGA GGAGGCG GA 



593 :. AAGTGAGGGA AGAACATAAC TTGGCTGTTG GTTTTGGAAT TGGACAGGAC TCGAAAAGGG 
**** **** **** *** * ****** ** * ** 

444 : AAGTTCGGGA G GOT A TTG G— TTGGAA AC T — -AACAA 



653 : AGACTTTGGA TGCTTGGTTG ATGGGAAATG GCAATGAACA AGAACCATTG GAGTTTGGTG 

** * * ******** ***** ** * * *** * ** *** * 
477 : AGCCGGTAAT GGCGTGATTG AAACGGAA-G G — TGCAAA AGA— CTATG TAGTCT 



713 : TGGATGAAAC GTTTGATATT AATGAGCTAT TGGGTATATT AAACGACAAC AATGTGTCTG 
***** ** * * ***** * *** ** ***** * * * * 

527 : ACAATGAA GACGCT ATTGAGC — T TGGCCAT- GACAAG ACTCAGAATC 



773 : GTCAAGA — G ACAATGCAGT ATCAAGTGGA TAGACACCCA AATTTCAGTT ACCAAACGCA 
* * ** * * **** * ** **** ***** * * ****** 

572 : CT-ATGACTG ATAATGAA— AT— AGTG AACCCA GCAGT — GAA ATCAGAGGAA 
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831 : GTTTCCAAAT TCTAACTTGC TCGGCAGCCT CAACCCTATG GAGATTGCTC AACCAGGAGT 

* %t tt ttt ** *** ** * **** ttt tt 

619 : GG7TACA — GCTA — TGA TCG An CAAATTGGAT AACGGATTGT 

891 : TG-ATTATGG ATGTCCTTAT GTGCAGC-CC AGTGATATGG AGAACTATGG TATTGATTTA 

** ** ttt * ttt t it* ** *** ttt tt * tt ** ** 

659 : TGTATAATGA A CCTCA AAGCTCC AGT — TAT CACCAGGG AGGTGGATTC 

949 : GACCATCGCA GGTTCAATGA TCTTGACATA CAGGACTTGG ATTTTGGAGG AGACAAAGAT 
** tttt t t tttt t tttt **** 
706 : GA TTCA — TA TTTTCA GT ATTT CAGAT 



1009 : GTTCATGGAT CTACATAA 

* * ** 
731 : T C — —TAG 



Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Matching Position 
Matching Condition. 



DREB2C. nuc 
1026 

1 - 1026 



DREB2F. nuc 
834 
1 



834 



Hatches 
Mismatches 
Gaps 
ttH 



-1 
t 
1 
2 



Matching 
Weight 



48.77 M 
150 



1 : ATGCCGTCGG AGATTGTTGA CAGGAAAAGG AAGTCTCGTG GAACACGAGA TGTAGCTGAG 
** ** ttt *ttt 

1 : AT GG AGA AA TC 

61 : ATTCTAAGGC AATGGAGAGA GTACAATGAG CAGATTCAGG CACAATCTTC TATCGATGGT 

** ** * tttt t ttttt tt tttt 
12 : ATCCT C AATGAA ACAAT GG AAGAA 

121 : GGTGGTCCAA AATCAATCCG AAAGCCTCCT CCAAAAGGTT CGAGGAAGGG TTGTATGAAA 

*** ttt tt t tt 
36 : — GGGT CCTGCT C -GG 

181 : GGTAAAGGTG GACCTGAAAA CGGCATTTGT GACTATAGAG GAGTTAGACA GAGGAGATGG 
tttttttt t t tt tttt tt ***** ***** tttt tt tt tttt ttt 
49 : GGTAAAGGCG GTCCACAAAA CGCTCTTTGT CAGTACCGTG GAGTCAGGCA AAGGACTTGG 

241 : GGTAAATGGG TTGCTGAGAT CCGTGAGCC- -AGACGGAGG TGCTAGGTTG TGGCTCGGTA 

** ******* * ******** * * ***** *** **** ** tt t ***** ** 
1 09 : GGCAAATGGG TGGCTGAGAT CAGAGAGCCC AAGA-AGAGG -GCAAGACTT TGGCTTGGCT 

299 : CTTTCTCCAG TTCATATGAA GCTGCATTGG CTTATGACGA GGCGGCCAAA GCTATATATG 
***** * * ******* ** *** ******* ** *** *** * **** 

167 : CTTTCGCTAC AGCTGAAGAA GCAGCTATGG CTTATGATGA GGCTGCCTTG AAACTCTATG 

359 : GTCAGTCTGC CAGACTCAAT CTTCCCGAGA TCACAAATCG CTCTTCTTC- GACTGCTGCC 

* ** ** ***** *** tt ttt ***** * ** * * 

227 : GGCACGACGC ATACCTCAA- CTTACC TCA TCTTCAGCG GAATAC-AAG 



mm 2 0 0 4 



-3021234 



#m 2003-071082 



^-v: 50/ 



[04-2 4] 



0010181 



418 : ACTCCCACTG TGTCAGGCTC GGTTACTGCA TTTTCTGATG AATCTGAAGT TTGTGCACGT 
** * *** t* * *** * * *** *** * * * * * * 4* 
273 : ACCTTCTCTG ACTAACTCTC AG A GGTTCAAATG GGT ACCT TCAAGGAAGT 



478 : GAGGATACAA A7G-CAAGTT CAGGTTTTGG 7CAGGTGAAA CTAGAGCATT G7-AGCGATG 

*** *** ** ** *************** * *** * 
323 : — TTATATCT ATGTTTCCTT CA TGTGG 7-ATGC7AAA C — G7GAA7G CTCAGCCTAG 



536 : AATATGTTCT CTTAGATAGT 7CTCAGTG7A TTAAAGAGGA GC7GAAAGGA AAAGAGGAAG 

***** * *** * *** * *** ** ** ** ** *** *** 
375 : TGTTC ACATAAT — CCAGCAAA GACTAGAAGA ACTCAA — GA AAACTGGACT 



596 : TGAGGGAAGA ACATAACTTG GCTGTTGGTT T7GGAATTGG ACAGGACTCG AAAAGGGAGA 
* ******** *** * ***** ** **** * * 

423 : 7 TTATC TCAATCC7AT TCTTCTAGTT C7— TCCTCC AC-CGAATCA AAAACTAATA 



656 : CTTTGGATGC TTGG7TGATG GGA—AATGG CAATG A ACA-AGAA-C CATTGGAGT7 

** ** ** ****** ** * ***** * *** * ** ** ** 
476 : C7 AGC TT7CTTGATG AGAAGACCAG CAAGGGAGAA ACAGACAATA TGTTCGAAGG 



708 : TGGTG — TGG ATGAAACGTT TGATATTAA7 GAGCTATTGG GTATATTAAA CGACAACAA7 

***** * * ***** *** * ** * ****** * **** * 
531 : TGGTCATCAG AAGAAACCAG AGATCGACC7 GACC GA GTT7CTT — CAGCAACTAG 



766 : GTGTCTGGTC AAGA-GACAA T GCAGTA TCAAGTGGAT AGACACCCAA ATTTCAGTTA 

***** * ** ** ** * **** * ****** ** * * * * *** ** 
534 : GAATCTTG-A AGGATGAAAA TGAAGCAGAA CCAAGTG AGGTAGCAGA G7GTCA-TTC 



8ZZ : CCAAACGCAG TTTCCAAATT CTAACTTGCT CGGGAGCCTC AACCCTATGG AGATTGCTCA 
** **** * *** ** * ** ** * * ** * * 
639 : CC CTCCACCAT GGAACGAGC- AAGAAG AAACTGGAAG TCCTTTCAGA 



B82 : AC-CAGGAGT TGATTATGGA TGTCCTTAT- GTGCAGCC CAGTGATAT GGAGAACTAT 

******** *** * *** ** * * *** ***** * * ****** 
685 : ACTGAGAATT TCAGCTGGGA TACCCTGATC GAGATGCCAA GAAGTGA-AA CCACAACTAT 



937 : GGTA-TTGA- TTTAG-ACCA TCGCAGGTTC AATGATCTTG A-CATACAGG A — CTTGGAT 
* * **** * ** * * ***** * ***** *** 9 ** ***** * 
744 : GCAATTTGAC TCCAGCAACT TCGGAAG — C TATGATTTTG AGGA7GATGT ATCCTTCCCT 



991 : TTTGGAGGAG ACAAA6ATGT TCATGGATCI ACATAA 
* ******* *** *t* 

802 : TCCATCTGGG ACTACTACG- -GAAGCTTAG A-TTGA 



Sequence 1 : DREB2C.nuc 

Size : 1026 

Matching Position : 1 - 102G 

Sequence 2 : 0REB2G. nuc 
Size 924 

Batching Position : 1 - 924 

Matching Condition. 

Hatches -I 
Mismatches I 
Gaps I 
m 2 

Matching 48.42 [%] 



tBIE#2 004-3021234 



&m 2003-071082 



^-v: 51/ 



04-25] 

~0010181 

Weight 130 



1 : ATGCCGTCGG AGATTGTTGA CACCAAAAGG AAGTCTCGTG GAACACGAGA TGTAGCTGAG 

** **** * *** *** 

1 : AT GGAA G AAG AGC 



61 : ATTCTAAGGC AATGGAGAGA GTACAATGAG CAGATTGAGG CAGAATCTTG TATCGATGGT 

* ** *** * *** ** ** ** **** 

14 : AACCTCCGGC CA AGA AACGA AA CATGG- 

121 : GGTGGTCCAA AATCAATCCG AAACCCTCCT CCAAAAGGTT CGAGGAAGGG TTCTATGAAA 
** ******* ** *** ****** 

41 : GG AGAT CTAGAAAAGG TTGCATGAAA 



181 : GGTAAAGGTG GACCTGAAAA CGGGATTTGT GACTAT-AGA GGAGTTAGAC AGAGGAGATG 
******** ****** u ** * *** *** * * ******** ***** ** 
67 : GGTAAAGGCG GTCCAGAGAA CGCCACGTGT -ACTTTCCGT GGAGTTAQGC AACGGACTTG 



240 : GGGTAAATGG GTTGCTGAGA TCCGTGAGCC AGACGGAGGT GCTAGGTTGT GGCTCGGTAC 
********** ** ******* ********** ***** ***** ******* ** 
126 : GGGTAAATGG GTGGCTGAGA TCCGTGAGCC TAACCGTGGG ACTCGTCTCT GGCTCGGCAC 



300 : TTTCTCCAGT TCATATGAAG CTGCATTGGC TTATGACGAG GCGGCCAAAG CTATATATGG 
** * ** ** * * ** **** *** ** ** ** ** ** * ***** 

186 : GTTTAATACC TCGGTCGACG CCGCCATGGC TTACGATGAA GCCGCTAAGA AACTCTATGG 



360 : TCAGTCTGCC AGACTCAATC TTCCCGAGAT CACAAATCGC TCTTCTTCGA CTGCTGCCAC 
** ** * ****** * ** * ***** * * ****** 

246 : ACACGAGGCT AAACTCAA-C TTGGTGCACC CACAACAACA ACAACAAGTA GTAGTG-AAC 

420 : TCCCACTGTG TCAGGCTC-G GTTACTGCAT TTTCTGATGA ATCTGAAGTT TGTGCACGTG 
******** ******* ** * * *** ***** * 
304 : AGAAACT-TG TCTTTTTCTG GCCACGG GTCGGGT TCTTGGGCT TAT-AATAAG 

479 : AGGATACAAA TGCAAGTTCA GGTTTTGGTC AGGTGAAAC- TAGAGGATTG TAGCGATGAA 

* * * * * ** ***** * **** * ** ******** 
355 : AAGCTCGATA TG — GTTCA TGGGTTGGAC CTTGGTCTCG GCCAGGCAAG T — TGTTCAC 



538 : TATGTTCT — CTTAGATAGT TCTCAGTGTA TTA AAG AGGA-GCTGA AAGGAAAAGA 

* ***** ** *** ** ** *** * ** ************* 

410 : GAGGTTCTTG CTCAGAGAGA TC-GAGTTTT CTACAAGAAG ATGATGATCA TAGTCATAAT 



591 : GGAAGTGAG GGAAGAAC ATAACTTGGC TGTTGGTTTT GGAATTGGAC A — GGACTC 

** ** * ***** ******** * ***** ** ** 

469 : CGATGTTCGT CTTCAAGTGG TTCGAATCTT TGTTGGTTAT -TACCTAAAC AAACTGATTC 

645 : GAAAAG— G GAGACTTTGG ATGCT TGGTTGATG- -GGAAATGGC AATGAACAAG 

** ***** * ***** * *** *** ** * *** ** 

528 : ACAAGATCAA GAGACCGTTA ATGCTACGAC TAGTT-ATGG CGGTGAAGGC GGTGGTGGCT 



695 : AACCATTGGA GTTT--GGTG TGGATGAAAC GTTTGATATT AATGAG CTATTGGG 

* ** **** * ****** ** ** ***** *** * 

58T : CTACGTTAAC GTTTTCGACC AATTTGAAAC CAAAGAATTT GATGAGTCAG AATTATGGAT 



747 : TAT ATTA AACGACAACA ATGTGTCT GGTCAAG AGACAATG CAGTATCAAG 

m ** * * * * ** *** ** **** *** * * * ** * * 

647 : TATACAATGG AGCTTGGTCT AGGTTTCTTG TGGGGCAAGA AAAGAAGACG GAACATGACG 



797 : TG-GATAGAC ACCCAAAT-T TCAGTTACCA AACGCAGTTT CCAAATTCTA ACTTGCTCGG 
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****** ** ******* *** * *** * **** * 

707 : TGTCATCGTC GTGTGCATCG TCCGACAACA AGGAGAGTAT GTTGGTTCCT AGTTGCGGCG 

855 : GAGCCTCAAC CCTATGGAGA TTGCTCAACC AGGAGTT-GA TTATGGATGT CCTTATGTGC 

*** *** *** * * ****** ** * ** *** ** 

767 : GAG AGAGG AT6CATAGGC CGGAGTTGGA AGAGCGAACA GGATATTTGG 

914 : AGCCCAGTGA TATGGAG AACTATGGTA TTGATTTAGA CCATCGCAGG TTCAATGATC 

* *** * ***** * ****** *** * ** t *** ** 

815 : AAATGGATGA TCTTTTGGAG ATTGATGATT TACGTTT-GT TGATTG GCAAAAATG 

971 : TTGACATACA GGACTTGGAT TTTGGAGGAG ACAAAGATGT TCATGGA — T CTACATAA 
** * ** ** **** ** ** *** * * * ****** * * * 

869 : GAGA-TTTCA AGAATTGGTG TTGTGAAGAG TTTCA-ACAT CCATGGAATT GGTTCTGA 



Sequence 1 : DREB2C. nuc 

Size : 1026 

Matching Position : 1 - 1026 

Sequence 2 : 0REB2H. nuc 
Size 534 

Hatching Position : 1 - 534 

Matching Condition. 

Matches -1 
Mismatches 1 
Gaps 1 
*Nt 2 

Matching 48.34 [*] 

Weight 62 



1 : ATGCCGTCGG AGATTGTTGA CAGGAAAAGG AAGTCTCGTG GAACACGAGA TGTAGCTGAG 
***** ******* ** ********** ********** ********** 

1 : ATGCC CAGGAAACGG AAGTCTCGTG GAACACGAGA TGTAGCTGAG 

61 : ATTCTAAGGC AATGGAGAGA GTACAATGAG CAGATTGAGG CAGAATCTTG TATCGATGGT 
********* ********** ********** **** **** **** ***** ********* 

46 : ATTCTAAGGA AATGGAGAGA GTACAATGAG CAGACCGAGG CAGATTCTTG CATCGATGGT 

121 : GGTGGTCCAA AATCAATCCG AAAGCCTCCT CCAAAAGGTT CGAGGAAGGG TTGTATGAAA 
****** *** ** ******* **** ***** ****** *** ********** ********** 
106 : GGTGGTTCAA AACCAATCCG AAAGCCTCCT CCAA A ACGTT CGAGGAAGGG TTGTATGAAA 

131 : GGTAAAGGTG GACCTGAAAA CGGGATTTGT GACTATAGAG GAGTTAGACA GAGGAGATGG 
********** ********** ********* ******* ** ********** ***** **** 

166 : GGTAAAGGTG GACCTGAAAA TGGGATTTGT GACTATACAG GAGTTAGACA GAGGACATGG 

241 : GGTAAATGGG TTGCTGAGAT CCGTGAGCCA GACGGAGGTG CTAGGTTGT6 GCTCGGTACT 
********** ********** ********** * * ****** *** *** ** ********** 
226 : GGTAAATGGG TTGCTGAGAT CCGTGAGCCA GGCCGAGGTG CTAAGTTATG GCTCGGTACT 

301 : TTCTCCAGTT CATATGAAGC TGCATTGGCT TATGACGAGG CGGCCAAAGC TATATATGGT 
***** **** ********** ********** ***** **** * ******* *** ** «** 

286 : TTCTCTAGTT CATATGAAGC TGCATTGGCT TATGATGAGG CTTCCAAAGC TATTTACGGT 

361 : CAGTCTGCCA GACTCAATCT TCCCGAGATC ACAAATCCCT CTTCTTCGAC TGCTGCCACT 
********* ********** *** ** ** tt 

346 : CAGTCTGCCC GACTCAATCT TCC AC TG CT 



ffitt#2 0 0 4 



-3021234 



Wm 2003-071082 



^-v: 53/ 



[04 - 2 7] 



0010181 

421 : CCCACTCTGT CAGGCTCGGT TACTGCATTT TCTGATGAAT CTGAACTTTG TGCACGTGAG 
*»^*MM ********** ********** ********** ********** ********** 
375 : GCCACTGTGT CAGGCTCGGT TACTGCATTT TCTGATGAAT CTGAAGTTTG TGCACGTGAG 

481 : GATACAAATG CAAGTTCAGG TTTTGGTCAG GTGAAACTAG AGGATTGTAG CGATGAATAT 

********** **** ** ** ******** 
435 : GATACAAATG CAAGATCTGG TTTTGGTC 

541 : GTTCTCTTAG ATAGTTCTCA GTGTATTAAA GAGGAGCTGA AAGGAAAAGA GGAAGTCAGG 
** **** 

463 : AGATCTC 

601 : GAAGAACATA ACTTGGCTGT TGGTTTTGGA ATTGGACAGG ACTCGAAAAG GGAGACTTTG 
** *** 

470 : TA ACT 

861 : GATGCTTGGT TGATGGGAAA TGGCAATGAA CAAGAACCAT TGGAGTTTGG TGTGGATGAA 
475 . 



721 : ACGTTTGATA TTAATGAGCT ATTGGGTATA TTAAACGACA ACAATGTGTC TGGTCAAGAG 

** * 

475 : TC T 



781 : ACAATGCAGT ATCAAGTGGA TAGACACCCA AATTTCAGTT ACCAAACGCA GTTTCCAAAT 

**** ******** 

478 : CGCA -TTTCCAAA- 

341 : TCTAACTTGC TCGGGAGCCT CAACCCTATG GAGATTGCTC AACCAGGAGT TGATTATGGA 
490 : 

901 : TGTCCTTATG TGCAGCCCAG TGATATGGAG AACTATGGTA TTGATTTAGA CCATCGCAGG 

*** * ** *** * **** * * *** ** ** 
490 : ATG TTAAGTCCA AT AACT GCA TTG6TTAAG 

961 : TTCAATGATC TTGACATACA GGACTTGGAT TTTGGAGGAG ACAAAGATGT TCATGGATCT 

**** ** * 

520 : TTGG- GGCGTT 



1021 : ACATAA 

** ** 
530 : AC-TAG 



f lift 

Sequence 1 : DREB2D. nuc 

Size 621 

Hatching Position : 1-621 

DREB2E. nuc 
735 

1 - 735 

Matching Condi t ion. 



Hatches -1 

Mismatches 1 

Gaps 1 

*N+ 2 



sequence z 
Size 

Hatching Position 
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Hatching 49.93 [X] 

Weight 81 



1 : ATG TC ATC — CATAG AC CCAAA 

*** *** * ** ** * * * 

1 : ATGGAAAAGG AAGATAACGG ATCGAAACAG AGCTCCTCTG CTTCTGTTGT ATCCTCGAGA 

21 : AG TAA TGATGGTTG GT GCTA AT AAGAA 

** ** ****** ** * ** ** ***** 

61 : AGACG AAGAA GAGTGGTTGA GCCAGTGGAA GCGACGTTAC AGAGATGGGA GGAAGAAGGA 

4B : AC AACGAACCGT CCAAGCTA GTTCGAGGA AAGGTTGTAT GAGAGGAAAA 

* ***** ***** * ****** ** ********** ********** 
121 : TTGGCGAGAG CTCGTAGGGT TCAAGCCAAA GGTTCGAAGA AAGGTTGTAT GAGAGGAAAA 

97 : GGTGGACCCG ATAACGCGTC TTGCACTTAC AAAGGTGTTA GACAACGCAC TTGCGGCAAA 
******** ***** *** * * ******* ***** * ****** *** 
181 : GGTGGACCAG AGAATCCTGT TTGTCGGTTT AGAGGTGTTC GACAAAGGGT TTGGGGGAAA 

157 : TGGGTCGCTG AGATCCGCGA GCC T AACCGAGGAG C TCGT 

***** **** **** ** ** ** * **** ** * * m * 

241 : TGGGTTGCTG AGATACGTGA ACCAGTGAGT CACCGTGGTG CAAACTCTAG TCGTAGTAAA 

196 : CTTTGGC TCGGTACCTT CGACACCTCC CGTGAAGCTG CCTTGGCTTA TGACTCCGCA 

******* * ** ** ****** ******** * ******** *** ** 
301 : CGGCTTTGGC TTGGCACGTT TGCTACTGCA GCTGAAGCTG CTTTGGCTTA CGACAGAGCT 

253 : GCTCGTAAGC TCTATGGGCC TGAGGCTCAT CTCAACCTCC CTGAGTCCTT AAGAAGTTAC 

*** ** * ** ** ***** * ** # ** t M ** * * 

361 : GCTAGTGTCA TGTACGGACC CTATGCCAGG TTAAATTTCC CGGAAGATTT GGGTGGGGGA 

313 : CCTAAAACGG CGTCCTCTCC GGCGTCCCAG ACTACACCAA GCAGCAACAC CGGTGGAAAA 
** * * * ** ******** * ** t ****** 

421 : AGGAAGAAG- -GACG A GGAGGCGGAA AGTTCGGGAG GC TAT TGGTTG-GAA 

373 : AGCAGCAGCG ACTCTGAGTC GCCGTG-TTC ATCC — AACG -AGATGTCAT CATGTGG — A 

******** * **** ********* * tttt * 
469 : ACTAACAAAG CCGGTAA — T GGCGTGATTG AAACGGAAGG TGGAAAAGAC TATGTAGTCT 

427 : AGAGTGACAG AGGAGAT — A TCATGGGAGC AT-ATAA-AC GTGGA T TTG-CCGGTA 

**************** ******** ** ***** ** 
527 : ACAATGA-AG ACGCTATTGA GCTTGG — CC ATGACAAGAC TCAGAATCCT ATGACTGATA 

478 : ATGGA T G-ATTCTTCA — ATATGGG AAGAA-GCTA CAATGTCGTT AGGATTTCCA 

*** * ****** ************* * * ttu * 

584 : ATGAAATAGT GAACCCAGCA GTCAAATCAG AGGAAGGTTA CAGCTATGAT -CGATTCAAA 

529 : TGGGTTCATG AA — GGAG-A TAATGATATT TCTCGGTTTG ATACTTGTAT TTCCGGTGG- 

* !* ******* ****** ***** * ** * ** ** 

643 : TTGGATAACG GATTGTTGTA TAATGA-ACC TCAAAGCT — CCAGTTATCA CCAGGGAGGT 

585 : CTATTCTAAT TGGGATTCCT TTCATTCCCC ACTTTGA 

**** ** * *** *** * * 4 t 

700 : GGATTC-GAT TCATATTTTG AGTATTTCAG ATTCTAG 

Sequence 1 : DREB2D. nuc 

Size 621 
Hatching Posi Hon : 1 - 621 
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Sequence 2 
Size 

Matching Position 

Hat chi ng Condi t ion. 

Hatches 
Mismatches 
Gaps 
*N+ 



DIEB2F. nuc 
834 



-1 
1 
1 

2 



334 



Matching 
Height 



46.13 [X] 
164 



1 : ATGTCATCCA TAGAGCCAAA AGTAATGATG GTTGGTGCTA ATAAGAAACA ACGAACCGTC 

*** ****** * * ** * * ****** * 
1 : ATG GAG AA A TCATCCTC A-ATGAAACA A 

61 :. CAAGCTAGTT CGAGGAAAGG TTGTATGAGA GGAAAAGGTG GACCCGATAA CGCGTCTTGC 

* ** *** ** * t * ** ***** * * ** * ** *** *** 
28 : T GGAAGAAGGG TCCTGCTCGG GGTAAAGGCG GTCCACAAAA CGCTCTTTGT 



121 : ACTTACAAA6 GTGTTAGACA ACGCACTTGG GGCAAATGGG TCGCTGAGAT CCGCGAGCCT 

*** ******** * * ****** ********** * ******** * * ***** 
79 : CACTACCGTG GAGTCAGGCA AAGGACTTGG GGCAAATGGG TGGCTGAGAT CAGAGAGCCC 



181 : AA-CCGAGGA GCTCGTCTTT GGCTCGGTAC CTTCGACACC TCCCGT6AAG CTGCCTTGGC 
** **** ** * **** **** «* * tttt ** * **** * ** **** 
13S : AACAAGAGG- GCAAGACTTT GGCTTGGCTC TTTCGCTACA GCTGAAGAAG CAGCTATGGC 



240 : TTATGACTCC GCAGCTCGTA AGCTCTATGG GCCTGAGG CTCATCT 

****** ** ** * * ******** ** ** * ******* 
198 : TTATGATGAG GCTGCCTTGA AACTCTATGG GCACGACGCA TACCTCAACT TACCTCATCT 



285 : CAA — CCT CCCTGAGT — CCTTAAGAAG T TACCCTAAA- 

*** * * * ****** * ****** **** * *« 

258 : TCAGCGGAAT ACAAGACCTT CTCTGAGTAA CTCTCAGAGG TTCAAATGGG TACCTTCAAG 

319 : ACG GCGTCGTCTC C -GG C GT CCC AGACT 

* ****** ** * ** ****** 

318 : GAAGTTTATA TCTATGTTTC CTTCATGTGG TATGCTAAAC GTGAATGCTC AGCCTAGTGT 



346 : — ACACCAAG CAGC-AACAC CGGTGGAA AAAGC ; 

*** * **** ** ** * *** *** * 

378 : TCACATAATC CAGCAAAGAC TAGAAGAACT CAAGAAAACT GGACTTTTAT CTCAATCCTA 



376 : AG CA GCG ACTCTGACT CGCCGTGTTC AT C 

** ** ** *** ********* * 

438 : TTCTTCTAGT TCTTCCTCCA CCGAATCAAA AACTAATACT AGCTTTCTTG ATGAGAAGAC 

405 : CAAC GA GA — TGTCA TCATG-TGGA AG — AGTGA- CAGACG AGATAT 

** * ** ** * ** *** * ** ** **** **** t *** ** 
498 : CAGCAAGGGA GAAACAGACA ATATGTTCGA AGGTGGTGAT CAGAAGAAAC CAGAGATCGA 



446 : CATG GGAGC A — TA TAAACG-T GGATTTG CC 

* ** ****** ********* ** 

558 : CCTGACCGAG TTTCTTCAGC AACTACGAAT CTTGAAGGAT GAAAATGAAG CAGAACCAAG 



474 ; — GGTAATG GA TGATT CTTCAAT ATGG GAAGAAG CTACAATGTC 

**** ** * *** ** ** **** ****** ** ** *** 

618 : TGAGGTAGCA GAGTGTCATT CCCCTCCACC ATGGAACGAG CAAGAAGAAA CTGGAA-GTC 
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516 : GTT AGGATTTC -CATGGGTT- -CATGAAGGA GAT AATGA 

*t ** ***** **** * * *** t* *** * it* 

677 : CTTTCAGAAC TGAGAATTTC AGCTGGGATA CCCTGATCGA GATGCCAAGA AGTGAAACCA 



552 : -TATTTCTCG GTTTGATACT TGTATTTCCG GTGGCTATTC TAATTGGGAT TCCT 

t t * • ***** t ****** ***** * * **** **** 

737 : CAACTATGCA ATTTGACTCC AGCAACTTCG GAACCTATGA TTTTGAGGAT GATGTATCCT 

605 : TTCATTCC CCAC T TTGA 

t t **** * ** * **** 

797 : TCCCnCCAT CTGCGACTAC TACGGAAGCT TACATTGA 



++++++ 

Sequence 1 : DREB2D. nuc 
Size 621 

Hatching Position : 1 - 621 



Sequence 2 
Size 

Hatching Posi tion 

Matching Condi tion. 

Hatches 
Mismatches 
Gaps 
*N+ 



DREB2G. nuc 
924 

1 - 924 



-I 
1 
1 

2 



Hatching 45.04 M 

Weight : 190 



1 : ATGTCATCCA TAGAGCCAAA AGTAATGATG GTTGGTGCTA ATAAGAAACA ACGAACCGTC 

*** ******** * * **** * ***** t t 

1 : ATG GA-AGAAG AGCAA CCTCCGG CCAAGA — A ACGAAACAT- 

61 : CAAGCTAGTT CCAGGAAAGG TTGTATGA6A GGAAAAGGTG GACCCGATAA CGCGTCTTGC 
* ****** ***** *** **** * ** ***** ****** ** *** * it 

39 : — GGGGAGAT CTAGAAAAGG TTGCATGAAA GGTAAAGGCG GTCCAGAGAA CGCCACGTGT 

121 : ACTTACAAAG GTGTTAGACA ACGCACTTGG GGCAAATGGG TCGCTGAGAT CCGCGAGCCT 
**** * * * ***** ** *** ****** ** ******* * ******** *** ****** 
97 : ACTTTCCGTG GAGTTAGGCA ACGCACTTGG GCTAAATGGG TCGCTGAGAT CCGTGAGCCT 

181 : AACCGAGGAG CTCGTCTTTG GCTCGGTACC TTCCACACCT CCCGTGAAGC TGCCTTGGCT 
***** ** ******* ** ****** ** ** * ***** ** ** *** ***** 
157 : AACCGTGG6A CTCGTCTCTG GCTCGCCACG TTTAATACCT CCGTCGAGGC CGCCATGGCT 

241 : TATGACTCCG CAGCTCGTAA GCTCTATGGG CCTGAGGCTC ATCTCAAC CTCCCT 

** ** * * *** ** ******** * ****** * ****** * *** 

217 : TACGATGAAG CCGCTAAGAA ACTCTATGGA CACGAGGCTA AACTCAACTT GGTGCACCCA 

295 : GA — GTC CTTAAGAAGT — TACCCTAA AAC GGC GTCG — 

* * ********* *** m fm 

277 : CAACAACAAC AACAAGTAGT AGTGAACAGA AACTTGTCTT TTTCTGGCCA CGGGTCGGGT 

328 : TCTCCGGC G TC CCAG 

*** *** * ** **** 

337 : TCTTGGGCTT ATAATAAGAA GCTCGATATG GTTCATGGGT TGGACCTTGG TCTCGGCCAG 

343 : AC TA CACCAAG — CAGCA ACACCG — G TGGAAAAAGC AGCAGCGACT 
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* * *** t * *** * * ** * * *** ** * * 

397 : GCAAGTTGTT CACGAGGTTC TTGCTCAGAG AGATCGAGTT TTCTACAAGA AGATGATGAT 



386 : CTGAGTC GCCGTGTTC ATC — CAA CGA GAT-GTC ATCATGTGGA 

* **** * ***** ** *** *** * * ** ** * * * 

457 : CATAGTCATA ATCGATGTTC GTCTTCAAGT GGTTCGAATC TTTGTTGGTT ATTACCTAAA 

427 : -AGAGTGA — CAGAGGA GA -TA-TCATGG GA- 

* ***** ***** ** ** * **** ** 

517 : CAAAGTGATT CACAAGATCA AGAGACCGTT AATGCTACGA CTAGTTATGG CGGTGAAGGC 

453 : GC ATATAAAC GT GCATTT GCCC-GT 

** * * *** ** * **** * * ** 

577 : GGTGGTGGCT CTACGTTAAC GTTTTCGACC AATTTGAAAC CAAAGAATTT GATGAGTCAG 

477 : AATGG ATGATTCTT CAATA TGGGAAGAAG 

***** * * ***** *** * ***** * 

637 : AATTATGGAT TATACAATGG AGCTTGGTCT AGGTTTCTTG TGGGGCAAGA AAAGAAGACG 

505 : CTACA AT-GTC GTTAGGAT TTCC- 

*** ** *** ** **** **** 

697 : GAACATGACG TGTCATCGTC GTGTGGATCG TCGGACAACA AGGAGAGTAT GTTGGTTCCT 

528 : — ATGGGT TCAT GAAG GA G ATA 

** * *** **** ** * *** 

757 : AGTTGCGGCG GAGAGAGGAT GCATAGGCCG CAGTTGGAAG AGCGAACAGG ATATTTGGAA 

548 : ATGATA TTTCTCGCTT TGAT-ACTT- -GTATTTCCG GTGGCTA TTC 

***** *** * * **** * ** ** * * **** * *** 

817 : ATGGATGATC TTTTGGAGAT TGATGATTTA GGTTTGTTGA TTGGCAAAAA TGGAGATT7C 

591 : —TAATTGG GATTC CTTTCATTCC CCA CTTTGA 

****** ** ***** *** * *** 

877 : AAGAATTGGT GTTGTGAAGA GTTTCAACAT CCATGGAATT GGTTCTGA 



Sequence 1 : DREB2D. nuc 
Size 621 

Hatching Position : 1-621 

Sequence 2 : DREB2H. nuc 

Size : 534 

Matching Position : 1 - 534 



Hatching Condi t ion. 

Hatches 
Mismatches 
Gaps 
*IH 



Hatching 47.49 [%] 

Weight 113 



1 : A7G TCAT CCA TAG AGCCA 

*** ** * * * *** ** * 

1 : ATGCCCAGGA AACGGAAGTC TC6TGGAACA CGAGATGTAG CTGAGATTCT AAGGAAATCG 

19 : — AAAGT — A ATC- -ATGG TTGGTGCT-A ATAAGAAACA 

* *** * *** ** * ***** * ****** 

61 : AGA6AGTACA ATGAGCAGAC CGAGGCAGAT TCTTGCATCG ATGGTGGTGG TTCAAAACCA 
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51 : A — CGAA CCGTCCMG CTAGTTCGAG GAAAGGTTGT ATGAGAGGAA AAGGTGGACC 

* **** * ***** ******* *** ****** **** *** * ********** 

121 : ATCCGAAAGG CTCCTCCAA- AACGTTCGAG GAAGGGTTGT ATGAAAGGTA AAGGTGGACC 

105 : CGATAACGCG TCTTGCACTT ACAAAGGTGT TAGACAACGC ACTTGGGGCA AATGGGTCGC 
****** *** * * * *** ** ****** * ** ***** * ******* ** 
180 : TGAAAATGGG ATTTGTGACT ATACAGGAGT TAGACAGAGG ACATGGGGTA MTGGGTTGC 

165 : TGAGATCCGC GAGCCTAACC GAGGAGCTCG TCTTTGGCTC GCTACCTTCC ACACCTCCCG 

********* ***** ** **** *** * ****** ***** *** * ** 
240 : TGAGATCCGT GAGCCAGGCC GAGGTGCTAA GTTATGGCTC GGTACTTTCT CTAGTTCATA 

225 : TGAAGCTGCC TTGGCTTATG ACTCCGCAGC TCGTAAGCTC TATGGGCCTG AGGCTCATCT 

********* ********** * ** ***** ** 

300 : TGAAGCTGCA TTGGCTTATG A TG AGGCT— TC- 

285 : CAACCTCCCT GAGTCCTTAA GAAGTTACCC TAAAACGGCG TCGTCTCCGG CGTCCCAGAC 
*** ** ** * ** **** ** * * * ** *** 

330 : CAA AG— CT ATTT ACGG — TCAGT C-TGCCCGAC 

345 : TACACCAAGC AGCAACACCG GTGGAAAAAG CAGCAGCGAC TCTGAGTCGC CGTGTTCATC 

4 ***** ** * ** ** ** * ** ** *** 
359 : T CAATC TTC — CA CTGCTGCCAC TGTGTCAGGC TCGGTT 

405 : CAACGAGATG TCATCATGTG GAAGAGTGAC AGAGGAGATA TCATGGGAGC ATATAAACGT 
** ** *** * * ** ****** * ** * *** *** *** 

396 : —AC TG -CATTTTCT- GATGAAT — C TGAAGTTTGT GCACGTGAGG ATACAAA 

4B5 : GGATTTGCCG GTAATGGATG ATTCTTCAAT ATGGGAAGAA GCTACAATGT CGTTAGGATT 
*** ********** ********* *** 

443 : TGCAA GATCTGGTT- -TTGGTCA GA TCTCTAACTT C — TCGCATT 

525 : TCCATGGGTT CATGAAGGAG ATAATCATAT TTCTCGGTTT GATACTTGTA TTTCCGGTGG 
*** * **** ** ** *** ** * * *** 
484 : TCC— AAAATGTTA AGTCC AATAACTGCA T TGG 

585 : CTATTCTAAT TGGGATTCCT TTCATTCCCC ACTTTGA 

** * * **** * ** ** * 
515 : TTA AGT TGGG GCGTT AC— TAG 



Sequence 1 : DREB2E. nuc 

Size 735 

Hatching Position : 1-735 

Sequence 2 : DREB2F. nuc 

Size 834 

Hatching Position : 1-834 



Hatching Condition. 

Matches 
Mismatches 
Gaps 
*N+ 



Matching 48.77 [X] 

Weight 145 



ttJliE#2 004-3021234 
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[114 

1 : 
1 : 

55 : 
59 : 

97 : 
119 : 

150 : 

177 : 

138 : 

235 ; 

234 : 

295 : 

290 : 
355 : 

338 : 
415 : 

394 : 
473 : 

452 : 

526 : 

51 1 : 
586 : 

566 : 
642 : 

618 : 
701 : 

676 : 
758 : 

725 : 
818 : 
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ATGGA-AAAG GAAGAT-AAC CCATC GA AACAGAGCTC CTCTGCTTCT GTTGTATCC- 

***** *** * ****** ******* ***** * * * t 
ATGGAGAAAT CATCCTCAAT GAAACAATGG AAGAACGGTC — CTGCTCCG GCTAAAGGCG 



-TCGAGAAGA CG AAGAAGAGTG G-TTGAGCCA GTGGA AGCGA — CG 

****** ** ** * *** * * ** ** *** ** * * 

GTCCACAAAA CGCTCTTTGT CAGTACCGTG GAGTCAGGCA AAGGACTTGG GGCAAATGGG 



TTACAGAGAT — GGGAG — G AAGAAGGATT GGCGAGAGCT CG — TAGGGT -TCAAGCCAA 
* * ***** * *** ****** *** ********** ** * 
TGGCTGAGAT CAGAGAGCCC AAGAAG — AG GGCAAGACTT TGGCTTGGCT CTTTCGCTAC 



AGGTTCGAAG AA — AGGT-T G TATGA- GAG GAAA A GGTG — GAC 

** * **** ** ***** ***** *** **** * * * *** 

AGCT — GAAG AAGCAGCTAT GGCTTATGAT GAGGCTGCCT TGAAACTCTA TGGGCACGAC 



-CAGA GA A TCC TGTTTGTCGG TTTAGAGG TGTTCGAC AAAGGGTTTG 

** * * * ************ ******** 
GCATACCTCA ACTTACCTCA TCTTCAGCGG AATACAAGAC CTTCTCTGAG TAACTCTCAG 



GGG — GAAAT GGGTTGC-TG AGATACGTGA ACCAGTGAGT CACCGTGGTG -CAAACTCTA 
** **** **** * * * * ** * * *« ***** * *** 
AGGTTCAAAT GGGTACCTTC AAGGAAGTTT ATATCTATGT TTCCTTCATG TGGTATGCTA 



GTCGT-AGTA AACCGCTTTG GCTTGGCACG TT — TGC TACT-GCAG- CTGAAG 

***** ***** ** ** * ** *** * ** ** *** 
AACGTGAATG CTCAGCCTAG TGTTCACATA ATCCAGCAAA GACTAGAAGA ACTCAAGAAA 



-CTG CTT TGGCTTACGA CAGAGCTGCT AGTGTCATGT ACGGACCCTA TGCCAGGTTA 

*** ****** * ** ** *** ** * ********* 
ACTGGACTTT TATCTCAATC CTATTCTTCT AGT-TCTTCC TC-CACCGAA TCAAAAACTA 



AATTTCCCGG AAGATTTGGG TGGGGGA — A GGAAGAAGGA CGAGGAGGCG GAAAGTTCGG 
* * * * *** ******** *** * ** * * **** 

A TACTAG CTTTCTTGAT GAGAAGACCA GCAAG — GGA GAAACAGACA ATATGTTC — 



GAGGCTATTG GTTGGAAACT AACAAAGCCG GTAATG-GCG TGATTGAAAC GGAAGGTGGA 
** * * ** * *** ***** * ** ***** * ** *** 

GAAGGTGGTG ATCAGAAGAA ACCAGAGATC GACCTGACCG AGTTTCTTCA GCAACTAGGA 



AAAGACTATG TAGTCT-ACA ATGA AGA CGCTATTGAG CTTGGCCA-T GACAAGACTC 

* ** ** ** * * * **** *** * * **** t * ***** ** 

A TCT-TG AAGGATGAAA ATGAAGCAGA ACCAAGTGAG GTAGCAGAGT GTCATTCCCC 



AGAATCCTAT GACTGATAAT GAA-ATAGT- GAA—CC — CAGCAGTGA- AATCAGAGGA 
* ** ** ** * *** ******** *** * *** *** ** 

TCCA-CCATG GAACGAGCAA GAAGAAACTG GAAGTCCTTT CAGAACTGAG AATTTCAGCT 



AGGTTACAGC TATGATC — G ATTCAAATTG GATAACGGAT TGTTGTATAA TGAACCTCAA 
** ** * ***** ****** * ** * ***** *** * 
GGGATA — C CCTGATCGAG ATGCCAAGAA GTGAAACCAC AACTATGCAA TTTGACTCCA 



-AGCTCC AGTTATCA- — CCAGGGAG GTGGA TT CGATTCATAT TTTGAGTATT 

* ** * ** *** * *** * ** * ** * *** t ***** 

GCAACTTCGG AAGCTATGAT TTTGAGGATG ATGTATCCTT CCCTTCCATC TGGGACTACT 



TCAGATTC-T AG 

* ** * * ** 
ACGGAAGCTT AGATTGA 
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Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 
Hi snatches 
Gaps 
*N+ 

Hatching 
Weight 



0010131 



0REB2E. nuc 
735 

1 - 735 



DREB2G. nuc 
924 
1 



924 



-1 
1 
1 

2 

45.74 [X] 
200 



1 : ATGGAAAAGG A A GATAACGGAT CGAAACA GAGCTC CTCTGC 

«m* * * * * * * * ******* *** ** *** 

1 : ATGGAAGAAG AGCAACCTCC GGCCAAGAAA CGAAACATGG GGAGATCTAG AAAAGGTTGC 

42 : TTCTGTTGTA TCC TCGAGAAGAC GAAGAAGA GTGG-T TGAGCCAGTG 

* *U *** ***** * * * * **** i ** ** * 

81 : ATGAAACGTA AAGGCGGTCC -AGAGAACGC CACGTGTACT TTCCGTGGAG TTAGGCAACG 



88 
120 



GAAGCCACGT TA- 
** * ** * 



CAGAGAT- 
* ***** 



G GGAG — GAA- -GAAG6A-TT GGCGAGAGCT 
* *** ** ******* *** 



GACTTGGGGT AAATGGGTGG CTGAGATCCG TGAGCCTAAC CGTGGGACTC GTCTCTGCCT 



133 



CGTAGGGTTC AA- 
** *** ** 



-GC CAAAGGTT-C GAAGAA- 
** ** * ** * ** *** 



AGGTT 

* * 



180 : CGGCACGTTT AATACCTCGG TCGAGGCCGC CATGGCTTAC GATGAAGCCC CTAAGAAACT 



167 : GTATG A GAGG — AAA AGGT GGACC— A GAGAATC — C TGTTTGTCG- 

**** **** *** ******* ***** * ** * 

240 : CTATGGACAC GAGGCTAAAC TCAACTTGGT GCACCCACAA CAACAACAAC AAGTAGTAGT 



207 : GTTTAGA GGTGTT CGACAAAGG GT T TGGG — GGAA ATGGGTTGCT 

* *** ** ** * * * ** ** * * m * ** * *** 

300 : GAACAGAAAC TTGTCTTTTT CTGGCCACGG GTCGGGTTCT TGGGCTTATA ATAAGAAGCT 



250 : GAGATACGTG AACCAGTGAG TCACCGTGGT — GCAAACT CTAGTCGTAG TAAACGGCTT 

**** * * * * * *** **** * * ****** * ** * 
360 : -CGATATG-G TTCATGGGTT GGACCTTGGT CTCGGCCAGG CAAGTTGT-T CACGAGGTTC 



307 : TGGCTTGG CACGTT TGCTAC-TGC AGCTGAAGCT GCTTTGGCTT ACGACAGAGC 

***** * *** * **** * ******* ****** * * 

417 : TTGCTCAGAG AGATCGAGTT TTCTACAAGA AGATGATGAT -CATAGTCAT A ATCGA 



360 : TGCTAGT-GT CA — TGTACG GACCCTATGC CAGGTTAAAT TTCCCGGAAG ATTTGGGTGG 
***** * ** ** ** ** ** **** ***** * * ** * 

472 : TGTTCGTCTT CAAGTGGTTC GAATCTTTG- TTGGTT— AT TACCTAAACA AAGTGATTCA 



417 : GGGAAGGAAG AAGGACG AGGAGGCGGA AAGTTCGGGA GGCTATTG-G TTGGAAACT- 

* *** ** ** * * ** **** ** ** * * * *** ** 
529 : CAAGATCAAG -AGACCGTTA ATGCTACGAC TAGTTATGGC GGTGAAGGCG GTGGTGGCTC 



472 : AACAAAGCCG GTAATGGCGT GATTGAAACG GAAG — GTGG AAAAG ACTATGTAGT 

** ** * * * ******* ******** * **** * * 

588 : TACGTTAACG TTTTCGACCA ATTTGAAACC AAAGAATTTG ATGA6TCAGA ATTATGGATT 
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525 : CTACAATGAA G ACGCTA TTGAGCT TGGCCATCAC AAGA 

******* * * *** 4* * ** ** ** **** 

648 : ATACAATGGA GCTTGGTCTA GGTTTCTTGT GGGGCAAGAA AAGAAGACGG AACATGACGT 



563 : CTCA GAATCCT ATGACTGATA ATGA-AATA- GT — GAACCC AG 

*** * *** * ************** ** ** 

708 : GTCATCGTCG TGTGGATCGT CGGAC-AACA AGGAGAGTAT GTTGGTTCCT AGTTGCGGCG 



602 : — CAGTGAAA TCAGAGGAAG -GTT — AC AGC — TATG ATCGATTCAA A 

** * * ** *** * *** * *** t * ** * ** * 

767 : GAGAGACGAT GCATAGGCGG GAGTTGGAAG AGCGAACAGG ATATTTGGAA ATGGATGATC 

843 : — TTGGATAA CG — GATTGT TGTATAATGA ACCTCAAAGC TCCAGTTATC ACCA — GGGA 

***** * * **** ** * *** **** ******** ** 

827 : TTTTGGAGAT TGATGATTTA GGTTTGTTGA TTGGCAAAAA TGGAGATTTC AAGAATTGGT 

697 : GGTG-GATTC GATTCATATT TTGAGTATTT CAGATTCTAG 

***** * **** * * * ** * **** 

887 : GTTGTGAAGA GTTTCAACAT CCATGGAATT — GGTTCTGA 



Sequence 1 : DREB2E. nuc 
Size 735 

Hatching Position : 1 - 735 

Sequence 2 : DREB2H. nuc 
Size 534 

Hatching Position : 1 - 534 

Hatching Condi t ton. 

Hatches -1 
Mismatches 1 
Gaps 1 
*N4 2 

Hatching 48.72 [X] 

Height 93 



1 : AT GGA AAAGGAAGAT AACGGATCGA A-AC-AGA-G CTCCTCTGCT TCTGTTGTAT 

** *** ** ***** * ************ ******* * * 
1 : ATGCCCAGGA AACGGAAG-T CTCG — TGGA ACACGAGATG TAGCTGAGAT TCTAAGGAA- 

53 : CCTCGAGAAG ACGAAGAAGA GTGGTTGAGC CAGTGGAAGC GACGTTACAG AGATGGGAGG 
************ ******** * ** ** ***** 

57 : -ATGGAG-AG AGTACAATGA G CAGA CCGAGGCAGA TTC-TTGCAT CGATGG 

113 : AAGAAGGATT GGCGAGAGCT CGTAGGGTTC AAGCCAAAGG TTCGAAGAAA GGTTGTATGA 
* ** * * ******* * *** * ***** *** ********** 

105 : -TGGTGGTTC AAAACCAATC CGAAAGGCTC CTCCAAAACG TTCGAGGAAG GGTTGTATGA 

173 : GAGGAAAAGG TGGACCAGAG AATCCTGTTT GTCGGTTTAG AGGTGTTCGA CAAAGGGTTT 
*** ***** ****** ** *** *** ** * ** *** *** ** ** *** * 
164 : AAGGTAAAGG TGGACCTGAA AATGGGATTT GTGACTATAC AGGAGTTAGA CAGAGGACAT 

233 : GGGGGAAATG GCTTGCTGAG ATACGTGAAC CAGTGAGTCA CCGTCGTGCA AACTCTAGTC 

**** ***** ********** ** ***** * *** *** ***** 
224 : GGGGTAAATG GCTTGCTGAG ATCCGTGAGC CAG G CCGAGGTGC 

293 : GTAGTAAACG GCTTTGGCTT GGCACGTTTG CTACTGCAGC TCAAGCTGCT TTGGCTTACG 
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*** * * ***** ** ** *t *** * ** ********* ******** * 
267 : TAA — GTTATCCCTC GGTACTTTCT CTAGTTCATA TGAAGCTGCA TTGGCTTATG 

353 : ACAGAGCTGC TAGTGTCATG TACGGACCCT ATGCCAGGTT AAATTTCCCG GAAGATTTGG 

t ******** ***** * * tttt ****** ** 
320 : ATGAGGCTTC CAAAGCTATT TACGGTCAGT CTGCCCGACT CAATCTTCC 

413 : GTGGGGGAAG GAAGMGGAC GAGGAGGCGG AAAGTTCGGG AGGCTATTGG TTGGAAACTA 

** ** * * * * **** * ** ** *** 
369 : AC TGCTG CCACTGTGTC AGGC— TCGG TT ACT- 

473 : ACAAAGCCGG TAATGGCCTG ATTGAAACGG AAGGTGGAAA AGACTATGTA GTCTACAATG 

** ** ** * **** ***** * *** 
399 : GC ATTTTCTG A-TGAATCTG AAG ; TTTGT 

533 : AAGACGCTAT TGAGCTTGGC CATGACAAGA CTCAGAATCC TATGACTGAT AATGAAATAG 

** **** *** * **** 

426 : GCACG TGAG GAT A— CAAAT — 

593 : TGAACCCAGC AGTGAAATCA GAGCAAGGTT ACAGCTATGA TCGATTCAAA TTGGATAACG 
** * * *** **** ****** ***** * ** 
444 . CC A— AGATC TGGTT -TTGGTCAGA TC TCTAA CT TCTCG 

653 : GATTGTTGTA TAATGAACCT CAAAGCTCCA GTTATCACCA GGGAGGTGGA TTCGATTCAT 

** ** * **** * ** **** ** ** ****** 
480 : CAT — TTCCA AAATG T TAA — GTCCA ATAAC TGCA TTGG 

713 : ATTTTGAGTA TTTCAGATTC TAG 
** *** * * * *** 

515 : TTAAGTT GGGGCCTTAC TAG 



mm 

Sequence 1 : DREB2F. nuc 
Size 834 

Hatching Posi t ion : 1-834 



Sequence 2 : DREB2G. nuc 
Size 924 

Hatching Position : 1-924 

Hatching Condition. 

Hatches : -1 
Mismatches 1 

Gaps : 1 
*IH 2 

Matching 54.15 [%} 

Weight 19 



1 : ATGG-AGAA- ATCATCCTC AA TGAAACAATG GAAG AAGGGTCCT 

**** **** * ** **** ** ****** * * tt ** *** * 

1 : ATGGAAGAAG AGCAACCTCC GGCCAAGAAA CGAAACATGG GGAGATCTAG AAAAGGT — T 

43 : GCTCG — GGG TAAAGGCGGT CCACAAAACG CTCTTTGTCA GTACCGTGGA GTCAGGCAAA 

** * ** ********** *** * **** ***** ******* ** ****** 
59 : GCATGAAAGG TAAAGGCGGT CCAGAGAACG CCACGTGTAC TTTCCGTCGA GTTAGGCAAC 

101 : GGACTTGGGG CAAATGGGTG GCTGAGATCA GAGAGCCCAA GAAGAGGGCA AGACTTTGGC 
********** ********* ********* * ***** ** ** * * ** *t*i 
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119 : GGACTTGGGG TAAATGGGTG GCTGAGATCC GTGAGCCTAA CCGTGGGACT CGTCTCTGGC 

161 : TTGGCTCTTT CGCTACAGCT CAAGAAGCAG CTATGCCTTA TGATGAGGCT GCCTTGAAAC 

* *** * ** *** * * ****** ******** ***** ** ** ***** 
179 : TCGGCACGTT TAATACCTCG CTCGAGGCCC CCATGGCTTA CGATGAAGCC GCTAAGAAAC 

221 : TCTATGGGCA CGACGCATAC CTCAACTT ACC TCATCTTCAG C 

******* ** *** ** * ******** ** ** * ** * 

239 : TCTATGGACA CGAGGCTAAA CTGAACTTGG TGCACCCACA ACAACAACAA CAAGTAGTAG 

263 : GGAATACAA GACCTTC TCTGAGTAAC TC T C-AGAGGTTC AAATGGGTAC 

*** * ** * * ** **** * ** ** ****** ***** 

299 : TGAACAGAAA CTTGTCTTTT TCTG-GCCAC GGGTCGGGTT CTTGG6CTTA TAATAAGAAG 

311 : CTTCAAGGAA GTTTAT ATCTATG TTTCCTTCAT G — TGGTATG CTAAACGTGA 

* ** * ***** ******* ** * * * * * * ** 
358 : C-TCGATATG GTTCATGGCT TGGACCTTGG TCTCGGCCAG GCAAGTTGTT CACGAGGTTC 

362 : ATGCTCAGCC TAGTGTTCAC ATAATCCAGC AAAGACTAGA AGAACTCAAG AAAACTGGAC 

******* ***** ******** ****** ***** 
417 : TTGCTCAG AGAGATCGA GTTTTCTA-C AAGAACATGA TGATCATAGT CATAATCGAT 

422 : TTTTATC-TC AA TCCT ATTCTT — CT AGTTCTT-CC TCCACCGAAT CAAAAACTAA 

** ****** * * * **** * *** ********** ** * 

473 : GTTCGTCTTC AAGTGGTTCG AATCTTTGTT GGTTATTACC TAAACAAAGT GATTCACAAG 

474 : TACTAGCTTT C-TTGATGAG AAGACCAGCA AGGGAGAAAC AGACAAT ATGTTCG- 

* ** * ** *** ****** * ** * ** * * * * ** 

533 : ATCAAGAGAC CGTTAATGCT ACGACTAGTT ATGGCCGTGA AGGCGGTGGT GGCTCTACGT 

527 : -AAGGTGGT- GATC-AGAAG AAACCAGAGA — TCGACCTG ACCGAGTTTC TTCAGCA-AC 
********* * ****** *** * ** ********* ** 
593 : TAACGTTTTC GACCAATTTG AAACCAAAGA ATTTGATGAG TCAGA-ATTA TGGATTATAC 

581 : TAGGAATCTT G — AAGGAT GAAAATGAA6 CAGAACCAAG TGAGGTAGCA -GA-GTGTCA 
******* *** * ******* ****** ** ****** 

652 : AATGGAGCTT GGTCTAGGTT TCTTGTGGGG CAAGAAAAGA AGACGGAACA TGACGTGTCA 

636 : T — TCCCCTC CACCATGGAA CGAGCAAGAA GAAACTGGAA GTCCTTTCAG AACTGAGAAT 
*** * ******* **** * ** * * ** *** ** * * 
712 : TCGTCGTGTG GATCGTCGGA C-AACAAGGA GA GTAT GTTGGTTC CT AGT 

694 : TTCAGCTGGG ATACCCTGAT CGAGATGCCA AGAAGTGAAA CCACAACTAT GCAATTTG — 

******** *** ***** ****** * * * * ***** 
760 : TGCGGCGGAG AGA GGAT GCATAGGCC- GGAGTTGGAA GAGCGAACAG GATATTTGGA 

752 : ACTCCAGCAA CTTCGGAAGC T — ATGATT TTG A — GG — ATG ATGTATCCTT 

*********** ****** *** * ** * *** * ** 

B16 : AATGGATGAT CTTTTGGAGA TTGATGATTT AGCTTTGTTG ATTGGCAAAA ATGGAGATTT 

793 : C CCTTCC ATCTGGG ACT ACTACGGAAG CTTAGAT-TG A 

* ** ** * ** * * **** ******* 
876 : CAAGiAATTGG TGTTGTGAAG AGTTTCAACA TCCATGGAA- -TTGGTTCTG A 

nun 



Sequence 1 : DREB2F. nuc 
Size 834 

Hatching Position : 1 - 834 

Sequence 2 : DREB2H. nuc 



tbll# 2 0 0 4 - 



3 0 2 12 3 4 
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Size 

Hatching Position 

Hatching Condition. 

Hatches 

Mismatches 

Gaps 

m 

Hatching 
Height 



534 
1 



0010181 



534 



41.63 [« 
254 



ATGGAGAAAT CATCCTCAAT GAAACAATGG AAGAAGGGTC CTGCTCGGGG TAAAGGCCGT 

***• * * ***** ** *** **** tt tt 

ATG CCCAG GAAAC GG AAG TCTCGTGG — AA 



61 : CCACAAAACG CTCTTTGTCA GTACCGTGGA GTCAGGCAAA GGACTTGGGG CAAATGGGTG 

*** * * *** ********** ****** 
29 : -CACGAGA TGT AGCTGA G — ATTCTAA GG AAATGG — 

121 : GCTGAGATCA GAGAGCCCAA GAAGAGGGCA AGACTTTGGC TTGGCTCTTT CGCTACAGCT 

* ***** ** * *** **** *** * **** 
61 : — ; A GAGAGTACA- -ATGAG C AGACCGAGGC -AGATTCTT- . 

181 : GAAGAAGCAG CTATGGCTTA TGATGAGGCT GCCTTGAAAC TCTATGGGCA CGACGCATAC 
*** * **** *t ** ***** ********** 

95 : GCAT CGATGG TGGTG GTTCAAAA CCAATCCGAA AGGCTCCT-C 

241 : CTCAACTTAC CTCATCTTCA GCGGAATACA AGACCTTCTC TGAGTAACTC TCAGAGGTTC 

* *** *** * **** * ** * * * **** 

137 : CAAAAC — GTTC- GAGGAA GGGT-TGTA TGAAAGGT — 

301 : AAATGGGTAC CTTCAAGGAA GTTTATATCT ATGTTTCCTT CATGTGGTAT CCTAA— ACC 

*** * * ** tt ttt * ************* * * ** 
169 : AAAGGTGGAC CT GAA AATGGGATTT GTGACT-ATA CAGGAGTTAG ACAGAGGACA 

359 : TGAATGCTCA GCCTAGTGTT CACATAATCC AGCAAAGACT AGAAGAACTC AAGAAAACTG 

** * * * ****** ****** ***** *** 
223 : TG— GGGTAA ATGGGTTGCT GAGATCCGTG AGCCAGGCC- -GAGGTGCT- AAG 

419 : GACTTTTATC TCAATCCTAT TCTTCTAGTT CTTCCTCCAC CGAATCAAAA ACTAATACTA 

** * * ** ****** ******* * ******** 
271 : TTATGCC TCGGTACT-T TC-TCTACTT C ATATGAA GCT-GCATTG 

479 : GCTTTCTTGA TGAGAAGACC AGCAAGGGAG AAACAGACAA TATGTTCGAA GGTGGTGATC 
**** *** **** ******* ****** ** *** * 
313 : GCTT — ATGA TGAGGCTTCC A — AAGCTAT TTACGGTCAG TCTGCCCGA C 

539 : AGAAGAAACC AGAGATCGAC CTGACCGAGT TTCTTCAGCA ACTAGGAATC TTGAAGGATG 
** ***** *** ** ** * *** * ** tt **** 

359 : TCAATCTTCC ACTGCTGCCA CTGTGTCAG GCTCGGTT ACT— GCATT TT— CTGATG 



599 : AAAATGAAGC AGAACCAAGT GAGGTAGCAG AGTGTCATTC CCCTCCACCA TGGAACGAGC 
** ***** ** ** **** ***** ** 

412 : AATCTGAACT TTGTGCACGT GAGG AT AC AAATGC 



659 : AAGAAGAAAC TGGAAGTCCT TTCAGAACTG AGAATTTCAG CTGGGATACC CTGATCGAGA 

*** ***** * ** * * ** ** ** ** ** *** 

446 : AAG ATC TGG T TTTGG — TC AG-ATCTC TA-A CTTCTCGCAT 
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719 : TGCCAAGAAG TGAAACCACA ACTATGCAAT TTGACTCCAG CAACTTCGGA AGCTATGATT 
* **** *** ** * **** **** ** *** 
483 : TTCCAA AATC TTAAGTCCAA TAACT GC ATT 



779 : TTGAGGATGA TGTATCCT7C CCTTCCATCT GGGACTACTA CGGAAGCTTA GATTGA 

* * * ** ******** ** * 
513 : GGTTA AGT T GGGGOGTTA C TA G 



Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Matching Posi t ion 

Hatching Condition. 

Matches 
Hi snatches 
Gaps 
*N+ 

Hatching 
Weight 



: DRtBZG. nuc 
924 

: 1-924 

: DREB2H. nuc 

: 534 

: 1-534 



-1 
1 
1 
2 

38.38 
325 



1 : ATGGAAGAAG AGCAACCTCC GGCCAAGAAA CGAAACATGG GGAGATCTAG AAAAGGTTGC 
** * *** ***# ** ** ***** ****** 

1 : AT GCCCAGGAAA CGGAAGTCTC GTGGAAC-AC GAGATGTAGC 

61 : ATGAAAGGTA AAGGCGGTCC AGAGAACGCC ACGTGTACTT TCCGTGGAGT TAGGCAACGG 
*** * **** * ***** **** * * ** ***** * 

42 : -TCAGATTCT AAGGAAATGG A GAGA GTACAA TGAGCAGACC GAGGCA G 

121 : ACT-TGGGGT AAATGGGTCG CTGAGATCCG TGAGCCTAAC CGTGGGACTC GTCTCTGGCT 
***** ** ***** ***** ******* * *** ** 
89 : ATTCTTGCAT CGAT-GGTGG -TG-GTTC — AAAACCAATC CGAAAGGCTC CT 

180 : CGGCACGTTT AATACCTCGG TCGAGGCCCC CATGGCTTAC GATGAAGCCG CTAAGAAACT 

* ** ** ** ****** * ** ** ** **** 

136 : C— CA AA ACGT TCGAGG AAGGGTT GTATGAAA— 

240 : CTATGGACAC GAGGCTAAAC TCAACTTGGT CCACCCACAA CAACAACAAC AAGTAGTAGT 
* **** *** * *** % 
166 : GGTAAA GGT GGACC T 



300 
181 



GAACACAAAC TTGTi 
** *** 
GA AAA 



CTGGCCACGG GTCGGGTTCT TGGGCTTATA ATAAGAAGCT 
******** **** %% tt * 
TGGGAT-T TGTGACTATA — CAGGAGTT 



360 : CGATATGGTT CATGGGTTGG ACCTTGGTCT CGGCCAGGCA AGTTGTTCAC GAGGTTCTTG 
** * * ****** * * *** **** * ***** ** 
211 : AGACAGAGGA CATGGGGTAA A TGG GTTGCT GAGATCCGTG 

420 : CTCAGAGAGA TCGACTTTTC TACAAGAAGA TGATGATCAT AGTCATAATC GATGTTCGTC 

** ** **** t * *** *** 
251 : AGCCAGG CCGAG GTGCTAA GTT 

480 : TTCAAGTGGT TCGAATCTTT GTTGGTTATT ACCTAAACAA AGTGATTCAC AAGATCAAGA 
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*** *** **** t ttt 
273 : ATGGC TCGGTACTTT CT CTA 



540 : GACCGTTAAT GCTACGACTA GTTATGGCGG TGAAGGCGGT GGTGGCTCTA CGTTAACCTT 
*** * **** * ** * ***** ** ***** 

293 : GTTCA TATG AAGCTGC ATTGGCT-TA TGATGAGGCT 

600 : TTCGACCAAT TTGAAACCAA AGAATTTGAT GAGTCAGAAT TATGGATTAT ACAATGGAGC 
t **** ** ** * * ***** tut **** * 
328 : T CCAA AGCTATTTAC G-GTCAG TCTGCCCGAC TCAAT C 

B60 : TTGGTCTAGG TTTCTTGTGG GGCAAGAAAA GAAGACGGAA CATGACGTGT CATCGTCGTG 

♦* * t t tt t tt t ttt * ** ** *** ** 
365 : TTCCACT — G CTGCCACTGT GTCAGC CTCGG TTAC-TG- CATTTTCTGA 

720 : TGGATCGTCG GACAACAAGG AGAGTATGTT GGTTCCTAGT TGCGGCG6AG AGAGGATGCA 
« *** * * *** *** ** t ****** ** 

410 : TGAATC TG A-AGTTTGT GC-ACG TGAGGATACA 

780 : TAGGCCGGAG TTGGAAGAGC GAACAGGATA TTTGGAAATG CATGATCTTT TGGAGATTGA 
* tt tttt t tt t ttt *** * ** 

441 : AA TGCAAGATC TG G TTT TGGTCA— GA 

840 : TGATTTAGGT TTGTTGATTG GCAAAAATGG AGATTTCAAG AATTGGTGTT GTGAAGAGTT 

* t tt tt t t t * ****** z t tt* tt tt * ** *** 
466 : T-CTCTA-AC TTCTCGCATT TCCAAAATGT TAAGTCCAAT AACTGCATTG GTTAAG 

900 : TCAACATCCA TGGAATTGGT TCTGA 

****** 
520 : TTGG6GCGTT ACTAG 
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Sequence 1 
Size 

Batching Position 

Sequence 2 
Size 



DREB2A. aa 
335 

1 - 335 

DREB2B. aa 
330 





Hatching Position : 


1 - 330 




Matching Condi tion. 






Hatches 


-1 


• 


Mismatches : 


1 




Gaps 


1 




*N+ 


2 




Matching 


53.30 [%] 




Weight 


6 



1 : BAVYDQSGDR NRTQIDTSRK RKSRSRGDGT TVAERLKRHK EYNETVE EVSTKKRK 

**** * * * «*** * * *** *** ** **** ** * *** 

\ : HAVYEO TGTEQPKK RKSRARAGGL TVADRLKKWK EYNEIVEASA VKEGEKPKRK 

56 : VPAKGSKKGC UKQCGGPENS RCSFRGVRQR IWCKBVAEIR EPNRGSRLWL GTFPTAQEAA 
********** ******* ** ********* ********** ** * **** ****** ** 
55 : VPAKGSKKGC MKGKCGPONS HCSFRGVRQR ISGKWVAEIR EPKIGTRLWL GTFPTAEKAA 

116 : SAYDEAAKAM YGPLARLNFP RSDASEVTST SSQSEVCTVE TPGCVH VKTEDPDCES 

******* ** ** ******* * ** **♦ ********** * * ** ** **** 

115 : SAYDEAATAH YGSLARLNFP QSVGSEFTST SSQSEVCTVE NKAVVCGDVC VKHEDTDCES 

172 : KPF — SGGVEPMY CLBIGAEEMK RGVKADKHWL SEFEHNYVSD ILKEKEKQK- 

U ****** ******* * **** * 

175 : NPFSQILDVR EESCGTRPDS C-TVGHQDMN SSLNYD--LL LEFEQQYVGQ VLOJEKEKPKQ 

222 : EQGIV ETCQQQ-QQD SLSVADYG1P —ND— VDQS HLDSSDMFDV DELLRDLHGD 

* ******* ******* ** ** * ** *** *** 
232 : EEEE1QQQQQ EQQQQQLQPD LLTVADYGWP ttSNDI VNDQT SWDPNECFOI NELLGDLN — 

272 : DVFAGLNQDR YPGNSVANGS YRPESQQSGF DPLQSLNYGI PPFQLEGKDG NGFFDDLSYL 
* * * * ** ********** 
290 : — EPGPHQ-S QDQNHVNSGS YDL HPLHLEPHDG -HEFNGLSSL 



332 
329 



DLEN 
I 

D — I 



+++*++ 

Sequence 1 

Size 

Matching Position 

Sequence 2 

Size 

Matching Position 

Matching Condition. 

Matches 

Mismatches 

Gaps 



DREB2A. aa 
335 



335 



DRED2C. aa 
341 
I - 



341 
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Matching . 36.83 [X] 

Height 128 



1 : HAVYDQSGDR NRTQIDTSRK RKSRSRGDGT TVAERLKKWK EYNETVEEVS TKK 

* ** **** * *** * * **** * * 

1 : U PSEIVDRK RKSRGTRD VAEILRQVR EYNEQ I EAES CIDGGGPKSI 

54 : RKVPAKGSKK GCMKGKGGPE NSRCSFRGVR QR I VGKBVAE I REPNRGSRL fLGTFPTAQE 
tt * *** * ********** * * **** ** ******* **** * ** ***** * 
47 : RKPPPKGSRK GCHKGKGGPE NGICDYRGVR QRRBGKBVAE I REPOGGARL WLGTFSSSYE 

114 : AASAYDEAAK AWYGPLARLN FPRSDASEVT STSSQSEVCT VETPGCY — HVKTEDPOCE 
** ******* * ** **** * ****** ** t t 

107 : AALAYDEAAK AIYGQSARLN LP E1T NRSS-STAAT ATVSGSVTAF SDESEVCARE 

171 : SKPFSGGVEP HYCLENGAEE HKRGVKADKH WLSEFEHNYH SD I LKEKEKQ KEQG I VETCQ 

* * ** * * * * ***** 
161 : DTNASSG-FG QVKLEDCSDE YVLLDSS QCIKEE LKGKEEV REEHNLAVGF 

231 : QQQQDS LSYADYGBPN DVDQSHLDSS CMFDVDELLR DLNGDDV FAGUJQDRY 

*** * * * ** *** ** * ** 

210 : GIGQDSKRET LDAWUIGNGN EQEPLEFGVD ETFD1NELLG ILNDNNVSGQ ETMQYQVDRH 

283 : P G NSVANGSYRP -ESQQSGFD PLQS LNYG I PPFQL EGKD GNG 

* **** ***** * **** * 

270 : PNFSYQTQFP NSNLLGSLNP MEIAQPGVDY GCPYVQPSDH ENYG I DLOHR RFNDLD I QDL 

324 : FFDDLSYLDL EN 
* 

330 : DFGGDKDVHG ST 



+-H-+H 

Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Matching Position 

Hatching Condi t ton. 

Matches 
Mismatches 
Gaps 
*N+ 



0REB2A. aa 
335 

1 - 335 

DREB2D. aa 
206 

1 - 206 



Hatching 28.96 [£j 

Weight 167 



1 : HAVYDQSGDR HRTQIDTSRK RKSRSRGDGT TVAERLKRWK EYNETVEEVS TKKRKVPAKG 

* * * * 4 * * * 

1 : M SSIE PKVMHVG AN KKQRTVQA-S 

61 : SKKGCHKGKG GPEHSRCSFR GVRQRIffGKW VAEIREPKRG SRLVLGTFPT AQEAASAYDE 

* **** *** ** * * ***** **** ********** ******* * *** *** 
24 : SRKGCHRGKG GPDNASCTYK GVRQRTWGKN VAEIREPKRG ARULGTFDT SREAALAYDS 

121 : AAXAWYGPLA RLNFPRSDAS EVTSTSSQSE VCTVETPGCV HVKTEDPDCE SKPFSGGVEP 
*********** ** ** ***** 



tBfiE#2 0 0 4 



-3021234 



&m 2 0 0 3 - 0 7 1 0 8 2 : 69/ 

[0 5-3] 



0056504 

84 : AARKLYGPEA HLNLPESLRS YPKTASS PASQTTPSSN TGGKSSSDSE S-PCS 

181 : HYCLENGAEE MKRGVKADKH WLSEFEHNYW SDI LKEKEKQ KEQGIVETCQ QQQQDSLSVA 

* * **** * * 

135 : SNE M S SCGRVTEEIS WEHINV DLPVM 

241 : DYGWPNDVDQ SHLDSSDHFD VDEILRDLNG ODVFAGLNQD RYPGNSVANC SYRPESQQSG 

* ******** t 
161 : D- DSS 1 HEEATMSLGF PtfVHEGDN DISR 

301 : FDPLQSLNYG I PPFQLEGKD GNGFFDDLSY LDLEM 

** * * * * 

188 : FDTCIS GGYSN1S0SFH SPL— 



Sequence 1 : DREB2A. aa 

Size 335 
Matching Position : 1-335 



Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 

Mismatches 

Gaps 



DREB2E. aa 
244 

1 - 244 



Matching 34.20 [X] 

Weight 143 



1 : BAVYDQSGDR NRTQIDTSRK RKSRSR(2)GT TVAERLKRBK EYMETVEEVS TKKRKVPAKG 
* * * * * * * ** t* * t ttt 

1 : MEKEDMGSKQ SSSASVVSSR RRRRVVE PVEATLQRt EEEGL ARARRVQAKG 

61 : SKKGCMKGKG GPENSRCSFR GVRQRIWGKW VAEIREP NRGSR LflLGTFPTAQ 

****** tt* tttt * tt ***** tttt ******* * * ****** ** 

52 : SKKGCHRGKG GPENPVCRFR GVRQRVBfGKW VAEIREPVSH RGANSSRSKR LWLGTFATAA 

113 : EAASAYDEAA KAMYGPLARL NFPRSDASEV TSTSSQSEVC TVETPGCVHV KTEDPDCESK 

*** *** ** **** *** ttt t * * * ** 

112 : EAALAYDRAA SVHYGPYARL NFP — EDtGGC&K K — DEEAES- 

173 : PFSGGVEPHY CLE-MGAEEH KRGVKADKHV LSEFEHNYtfS DILKBCEKQK EQGI VETCQQ 

******** ** * t ***** 

150 : — SGG Y WLETNKA — GNGV IETEGGK DYWYNEDAI ELGHDKT-QN 

232 : QGQOSLSVAD YGWPNDVDQS HLDSSDMFDV DELLRDLNGD DVFAGLNQDR YPGNSVANGS 

** ***** tt 
191 : PMTDNEIV NPAVKSE EGYSYDRFKL D NGL 

292 : YRPESQQSGF DPLQSLNYGI PPFQLEGKDG NGFFDDLSY- LDLEN 

* * * * * ***** 
220 : LYNEPQSS SYHQG GGFD — SYF EYFRF 



DREB2A. aa 
335 

1 - 335 



Sequence 1 
Size 

Hatching Position 
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Sequence 2 
Size 

Matching Position 

Hatching Condition. 

Hatches 
Mismatches 
Gaps 
*Nf 

Matching 
Weight 



DREB2F. aa 
277 
1 - 



-1 
1 
I 

2 



277 



27.71 [X] 
176 



1 : MAVYDQSGDR NRTQIDTSRK RKSRSRGDGT TVAERLKRiK EYNETVEEVS TKKRKVPAKG 

* ** * * 
1 : H EKSSS HKQ 

61 : SKKGCWKGKG GPENSRCSFR GVRQRIWGKW VAE I REPNRG SRLWLGTFPT AQEAASAYDE 
*** *** ***** ***** **** ******* ***** ****** **** 
10 : WKKGPARCKG GPQNALCQYR GVRQRTWGKH VAE ! REPKKR ARLVLGSFAT AEEAAMAYDE 

121 : AAKAMYGPLA RLNFPRSDAS EVTSTS-SQ : SEVCT VETPGC VHVKTE 

******** * * ** * * * * 

70 : AALKLYGHDA YLNLPHLQRM TRPSLSNSQR FKWVPSRKFI SMFPSCGHLN VMAOPSVH ! I 

T66 : DPDCESKPFS GGVEPMYCLE NGAEEMKRGV KADKHWLSEF EHMYWSDILK EKEKQKEQG I 
* ** * *** ***** 

130 : QQRLEELKKT GLLSQSYSSS SSSTE S KTNTSFLDEK TSKGETDNMF EGGDQKKPEI 

226 : VETCQQQQQD SLSVADYGWP NDVDQSHLDS SDMFDVDELL RDLNG3DVFA GLNQORYPGN 

* ** * **** * * t 

186 : DLTEFLQQLG ILKDENEAEP SEVAECH — S PPPHNEQEET GSPFRTENFS WDTL I EMP— 

286 : SVAMGSYRPE SQQSGFDPLQ SLNYGIPPFQ LEGKDGNGFF QDLSYLDLEN 

* * ****** * * t 

242 : RSE TTTHQFD SSNFGSYDF EODVSFP SIWDYYGSLD 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Matching Position 

Matching Condition. 

Hatches 

Mismatches 

Gaps 

m 

Matching 
Weight 



DREB2A. aa 
335 

1 - 335 

0REB2G. aa 
306 

I - 306 



1 

2 

26.12 [%] 
184 



1 : MAVYDQSGDR NRTQIOTSRK RKSRSRGDGT TVAERLKRWK EYNETVEEVS TKKRKVPAKG 

** * 

1 : EEEQ PPAKKRNHGR 



61 : SKKGCUKGKG GPENSRCSFR GVRQRIWGKW VAE I REPNRG SRLWLGTFPT AQEAASAYDE 
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* ******** ****. * ** ***** **** ********** ******* * *** **** 
15 : SRKGCUKGKG GPEHATCTFR GVRQRTWGKW VAEIREPNRG TRLHLGTFNT SVEAAMAYDE 

121 : AAKAHYGPLA RLN — FPRSD ASEV TS TSSQSEVCTV ETPGCVHVKT EDPDCESKPF 

******** * * * * * * 

75 : AAKKLYGHEA KtNLVHPQQO QQVVVNRNLS FSGHGSCSBA YNKKLOMVHG LDLGLGQASC 

175 : SGGVEPMYCL ENGAEEMKRG VKADKHWLSE FEHNYWSDIL KEKEKQKEQG IVETCQQSQQ 

* * * * ** ** * 

135 : SRG SCS ERSSFLQEDD DHSHNRCSSS SGSNLCWLLP KQSDSQDQET VNATTSYGGE 

235 : DSLSVADYGH PNDVOQSHLD SSDMFOVDEL LRDLNGDDVF AGLNQDRYPG NSVAMGS — 

* 4 t * * * * 

191 : GGGGSTLTFS TNLKPKNLMS QHYCLYNGAW SRFLVGQEKK TEKDVSSSCG SSDNKESMLV 

292 : YR PE-SQQSGFD PLQSLflYGIP PFQLEGKDG NGFFDDLS YLDLEW 

* 4* * * ***** 

251 : PSCGGERHHR PELEERTGYL EHDDLLEIDD LGLLIGKNGD FKNWCCEFQ HPWiWF 



HH++ 

Sequence 1 

Size 

Matching Position 

Sequence 2 
Size 

Matching Position 

Hatching Condit ion. 

Matches 

Mismatches 

Gaps 



DREB2A. aa 
335 

1 - 335 

DREB2H. a a 
177 

1 - 177 



-1 
1 
1 

2 



Matching 28.07 [X] 

Weight 170 



1 : WAVYDQSGDR NRTQJDTSRK RKSRSRGDCT TVAERLKRWK EYNETVE EVSTKK 

* ** **** * ***** **** * * 
1 : W PRK RKSRGTRD VAEILRKUR EYNEQTEADS CIDCGGSKPI 

54 : RKVPAKGSKK GCWCGKGGPE MSRCSFRGYR QR I HGKWVAE IREPNRGSRL WLGTFPTAQE 
****** ********** * t *** tt ******* **** ** * ***** * 
42 : RKAPPKRSRK GCMKGKGGPE MGICDYTGVR QRTWGKWVAE IREPGRGAKL WLGTFSSSYE 

114 : AASAYDEAAK AHYGPLARLN FPRSDASEVT STSSQSEVCT VETPGCVHVK TEDPDCESKP 
** ***** * * ** **** * 44 

102 : AALAYDEASK AIYGQSARLN LP LLPLC 

174 : FSGGVEPMYC LENGAEEMKR GVKADKHWLS EFEHNYHSDI LKEKEKQKEQ GIVETCQWQ 

* * * ** * * * 

129 : QARLL HFLMN LK FVHYRIQMQ 

234 : QDSLSVADYG WPNDVDQSHL DSSDHFOVDE LLRDLHGDOV FAGLMQDRYP GHSVANGSYR 

* * *** *** 
150 : DLVL VRSLTS RISKHLSPIT AL VKLGRY- 

294 : PESQQSGFDP LQSLMYGIPP FQLEGKDGNG FFDDLSYLDL EN 

178 : 



tBIHf 2 004-3021234 



#11 2003-071082 



^-v: 72/ 



[05-61 



0056504 



Sequence 1 
Size 

Matching Position 

Sequence Z 
Size 

Hatching Position 

Matching Condition. 

Matches 
Mismatches 
Caps 
*N+ 

Matching 
Weight 



DREB2B. aa 
330 

1 - 330 



DREB2C. aa 
341 
1 - 



341 



33.82 Dfl 
134 



1 : MAVYEdTGTE QPKKRKSRAR AGGLTVADRL KKWKEYNEIV EASAVKEGEK PK — RKVPAK 

* ***** ***** **** ** * ** ** * t 

1 : U PSEI VDRKRKSR GTRDVAE I L RQHREYNEQI EAESC I DGGG PKSIRKPPPK 

59 : GSKKGCUKGK GGPDNSHCSF RGVRQRIWGK WVAEIREPKI GTRLWLGTFP TAEKAASAYD 

** ********** * * ****** *** ******** * ******* ** *** 

53 : GSRKGCUKGK GGPENGICOY RGVRQRRWGK IVAEIREPDG GARLWLGTFS SSYEAALAYD 



119 



EAATAMYGSL ARLNFP — 
*** * ** **** * 



-QS VGSEFTSTSS QSEVCTVENK AWCOWCVK 
* * * **** * * ** 



113 : EAAKA 1 YGQS ARLNLPEITN RSSS7AATAT VSGSVTAFSD ESEVCAREDT NASSGFGQVK 



167 : HEDTDCESNP FSQILDVREE SCG TRP DSCTVGHQDH NSSLNYDLLL EFEQQYWGQV 

** * ** * ** * * * 

173 : LEDCSOEYVL LOSSQCIKEE LKGKEEVREE HNLAVGFG I G QDSKRETLDA HLMGNGWEQE 



223 : LQE KEKP KQEE EE I QQQQqEQQQQ QLQPDLLTVA DYGWPWSNDI VNDQTSWDPN 

* # * **** * **** 

233 : PLEFGVDETF DIMELLGILN DNNVSGQETM QYQYDRHPNF SYQTQFPN — SNLLGSLNPM 



277 : ECFDIMELLG DLNEPGPHQS QDQNhiVNSGS YDLHPLHLEP HDGHEFNGLS SLDI 

* * * * * * 

291 : E IAQPGV DYGCPYVQPS OMEMYGIDLD HRRRiDLDIQ DLDFGGDKDV HGST 



+4444+ 

Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Hatching Position 
Matching Condi tion. 



DREB2B. aa 
330 

1 - 330 



DREB2D. aa 
206 
1 - 



206 



Matches 
Mismatches 
Gaps 
*N+ 

Hatching 
Weight 



-1 
1 
1 

2 

20.48 DO 
166 



thliE#2 0 0 4 



-3021234 



m& 2003-071082 



^-v: 73/ 



[EI5-7] 



"0056504 



I : MAVYEQTGTE QPKKRKSRAR AGGLTVADRL KKWKEYNEI V EASAVKEGEK PKRKVPAKGS 
* * ** * * ***** 
1 : MSSIE PK VHMV GA NK KQRTVQASS 

61 : KKGCHKGKGG PDNSHCSFRC VRQRIWGKHV AEIREPK IGT RLWLGTFPTA EKAASAYDEA 
**** **** ttt * * **** ***** ****** * ******* * ** *** * 
25 : RKGCMRGKGG PDNASCTYKG VRQRTVGKHV AE I REPNRGA RLWLGTFDTS REAALAYDSA 

121 : ATAUYGSLAR LNFPQSVGSE FTSTSSQSEV CTVENKAVVC GDVCVKHEDT DCESNPFSQI 
*********** * ** 

85 : ARKLYGPEAH LNLPESLRSY PKTASS PAS&- 

181 : LDVREESCGT RPDSCTVGHQ DWSSLNYDL LLEFEQQYWG QVLQEKEKPK QttEEIQQQQ 

***** ** * * * *** 
115 : T TPSSNTGG KSSSDSESP CSSNEMSSCG RV TEE I 

241 : QEQQQQQLQP DtLTVADYGH PWSND1VHDQ TSWDPNECFD INELLGDLNE PGPHQSQDQN 

* * * * * ***** 

149 : SBEHIR VDLPVHDDSS INEEATHSLG FPBVHEGDND I — SRFDTCI SGGYSWSDSF 



301 : KVNSGSYDLH PLHLEPHDGH EFNGLSSLDI 

* * * 

203 : H S PL- 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 
Hatching Condition. 



OREB23. aa 
330 

1 - 33G 



DREB2E. aa 
244 
1 - 



244 



Hatches 

Mismatches 

Gaps 

*m 

Hatching 
Weight 



-1 
1 
1 
2 

29.20 [*] 
161 



MAVYEQTGTE QPKKRKSRAR AGGLTVADRL KKWKEYNEIV EASAVKEGEK PKRKVPAKGS 
*** *** * ** **** **** 

M-EKEDNG SKQSSSA SVVSSRRR RRVVEPVEAT LQRWEEEGLA RARRVQAKGS 



61 



KKGCHKGKGG PDNSHCSFRG VRQRIWGKHV AEIREP- 
***** **** * * * *** **** ***** ****** 



-K I GTRL WLGTFPTAEK 
** ***** ** 



53 : KKGCMRGKGG PENPVCRFRG VRQRVWGKBV AEIREPVSHR GANSSRSKRL WLGTFATAAE 



113 : AASAYDEAAT AMYGSLARLN FPQSVGSEFT STSSQSEVCT VENKAVVCGD VCVKHEDTOC 
** *** ** *** **** ** 

113 : AALAYDRAAS VWYGPYARLM FP 



173 



135 



ESNPFSQILD VREESCGTRP DSCTVGHQDM NSSLNYDLLL EFEQQYWGQV LQEKEKPKQE 
* **** ** *** 

EDLGGGRKKD EEAESSG GYWL ETNKAGNGVI ETEGGKDYVV 



233 : EEEI QQQQQE QQQQQLQPDL LTVAOYGtfPW SNDIVNDQTS KDPMECFDIN ELLGDLNEPG 



t±liiE#2 0 0 4 - 



3 0 2 1 2 3 4 



2003-071082 



^-v: 74/ 



[05-8] 



176 



YfOAIELGH DKTQNPMTD- 



0056504 
* *M * * * 

-NEIVNPAVK SEEGYSYDRF KLDNGL- 



293 : PHQSQDQNHV NSGSYDLHPL HLEPHDGHEF -NGLSSLDI 

* * ** * * * 

220 : LYNEP QSSSY HQGGCF DSYFEYFRF 



Sequence 1 

Size 

Matching Position 

Sequence 2 
Size 

Matching Posi lion 

Matching Condition. 

Matches 
Mismatches 
Gaps 
*IH 

Matching 
Weight 



DREB2B. aa 
330 

I - 330 



DREB2F. aa 
277 
1 - 



277 



28.06 [ffl 
163 



1 : MAVYEQTGTE QPKKRKSRAR AGGLTVADRL KKIKEYHEIV EASAVKEGEK PKRKVPAKGS 
1 : M EK SSSHKQW 

61 : KKGCMKGKCG PDNSHCSFRG VRQRIVGKHV AEIREPKIGT RLHLGTFPTA EKAASAYDEA 
*** **** ***** **** ***** ******* ***** ****** ***** 
11 : KKGPARGKGG PQNALCQYRG VRQRTOGKiV AE I REPKKRA RLWLGSFATA EEAAMAYDEA 

121 : ATAHYGSLAR LHFPQSVGSE FTSTS-SQSE VCTVENKAVV CGDVCVKHED TDCESNPFSQ 
******* **** * * ** 

71 : ALKLYGHDAY LMLPHLQRNT RPSLSNSQRF KWVPSRKFIS IFPSCGHLNV NAQPSVHIIQ 



180 : ILDVREESCG TRPDSCTVGH QDMNSSLNYD LLLEFEQQYW GQVLQEKEKP KQEEEE I QQQ 

* * **** * **** 

131 : QRLEELKKTG LLSQSYSSSS SSTESKTMTS FL — DEKTSK GETDNMFEGG DQKKPE I DLT 



240 : QQEQQQQQL QPDLLTV ADYGWPtfSND I VNDQTSNDP NECFOINELL GOLMEPGPHQ 

** * *** **** 

189 : EFLQQLGILK DEWEAEPSEV AECHSPPPHH EQEETGSPFR TENFSWDTL I EMPRSETTTM 



296 : SQDQNHVNSG SYDLHPLHLE PHDGKEFNGL SSLDI 
* ***** * *** 

249 : QFD — SSMFG SYDFEDDVSF P — SIWDYY GSLD- 



Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Matching Position 

Matching Condition. 

Hatches 
Mismatches 



DREB2B. aa 
330 

1 - 330 

DREB2G. aa 
306 

1 - 306 



ffifflE# 2 004-3021234 



#m 2003-071082 



*<-*J: 75/ 



[05-9] 



0056504 

Gaps I 
*N+ 2 

Matching 26.35 M 

Weight 185 



1 : WAVYEQTGTE QPKKRKSRAR AGGLTVADRL KKISKEYNEIV EASAVKECEK PKRKVPAKGS 
* ** * * * 

I : EEE QP — PAKKRNWGRS 



61 : KKGCMKGKGG PDNSHCSFRG VRQRIWGKWV AEIREPKIGT RUSLGTFPTA EKAASAYOEA 
********* * * * *** **4* ***** ****** ** ******* * *t ***** 
16 : RKGCMKGKGG PBfATCTFRG VRQRTOGKWV AEIREPWRGT RUSLGTFNTS VEAAUAYDEA 



121 



76 



ATAMYGSLAR LN — FPQSVG SEFTSTSSQS EVCTVENKAV VCGOVCVKHE DTOCESNPFS 
******** t * * * 

AKKLYGHEAK LNLYHPQQQQ QWVMRNLSF SGHGSGSWAY NKKLDMVHGL DLGLGQASCS 



179 : QILDVREESC GTRPDSCTVG HQOHMSSLNY DLLLEFEQQY VGQVLQEKEK PKQEEEEIQQ 

** * *** * * * * 

136 : -RGSCSERSS FLQED-DDHS HJfflCSSSSGS NLCWLLPKQS DSQDQETVNA TTSYGGEGGG 



239 



QQQEQQQQQL QPDLLTVADY G WP1IS— 

* * * * * ** 



-N D I VNDQTSWD PNECFDINEL 
* * * * 



194 : GSTLTFSTNL KPKKLMSQNY GLYHGAWSRF LVGQEKKTEH DVSSSCGSSD NKESMLVPSC 



285 : LG DLNEP GPHQSQDQNH VNSGSYDLHP LHLEPHD GHEFNGLSS LDI 

* * ***** 

254 : GGERWRPEL EERTGYLEND DLLEIDDLGL L I GKNGDFKN WCCEEFQKPW NVF 



Sequence f 
Size 

Matching Position 

Sequence 2 
Size 

Matching Position 

Matching Condition. 

Matches 
Mismatches 
Gaps 
*l*f 

Matching 
Weight 



DREB2B. aa 
330 
1 

DREB2H. aa 
177 

1 - 



330 



177 



-1 
1 
1 
2 

28.92 [%] 
160 



1 : MAVYEQTGTE QPKKRKSRAR AGGLTVADRL KKWKEYNEIV EA — SAVKEG EKPKRKVPAK 
* * ***** * ***** **** tt ******* 
1 : M — -PRKRKSR GTRDVAE I L RKWREYNEQT EADSCIDGGG SKPIRKAPPK 

59 : GSKKGCMKGK GGPONSKCSF RGVRQRIWGK ffVAEIREPKI GTRLWLCTFP TAEKAASAYD 
* ******* *** * * ***** *** ******** * ****** ** *** 
48 : RSRKGCMKGK GGPENGICOY TGVRQRTWGK BfVAE I REPGR GAKLWLGTFS SSYEAALAYD 



119 : EAATAMYGSL ARLNFPQSVG SEFTSTSSQS EVCTVENKAV VCGOVCVKHE DTDCESNPFS 
***** **** * 

108 : EASKAIYGQS ARLNLP 



tBSE# 2004-3021234 



#SI 2003-071082 
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[05-10] 



0056504 

179 : QILDVREESC GTRPDSCTVG HQDMNSSLNY DLLLEFEQQY WGQVLQEKEK PKQEEEEIQQ 

** * * * ** 

124 : LLPLCQ ARLLHFLMN LKFVHVRIQH 



239 : QQQEQQQQQL QPDLLTVADY GWPtfSNDIVN DQTSWDPNEC FDINELLQDL NEPGPHQSQD 

* ** * ** * * * 
149 : Q DL VLVR 5LTS RISKML SP1 



299 : QNHVNSGSYD LHPLHLEPHD GHEFNGLSSL Dl 
* * * 

169 : TALVKLGRY 



+444H 



Sequence 1 
Size 

Hatching Posi tion 

Sequence 2 
Size 

Hatching Posi tion 

Matching Condi tion. 

Hatches 
Mi snatches 
Gaps 

Hatching 
Height 



DREB2C. aa 
341 

1 - 341 



DREB2D. aa 
206 
1 - 



-1 
1 
1 
2 



206 



29.03 m 
167 



1 : BPSEIVDRKR KSRGTKDVAE ILRQWEYNE QIEAESCIDG GGPKSIRKPP PKGSRKGCMK 

* * ** * * ****** 

1 : HSS : - -I EPKVHMVG ANKK — QRTV QASSRKGCMR 

61 : GKGGPENGIC DYRGVRQRRH GKHVAE1REP DGGARLWLGT FSSSYEAALA YDEAAKAIYG 
***** * * * ***** * ********** ******** * * ***** ** ** ** 
31 : GKGGPDNASC TYKGVRQRTW GKHVAEIREP NRGARLWLGT FDTSREAALA YDSAARKLYG 

121 : QSARINLPEI TNRSSSTAAT ATVSGSVTAF SDESEVCARE DTNASSGFGQ VKUEDCSDEY 

* ***** ***** * ** * ** 
91 : PEAHLNLPE SLRSYPKTAS SPAS QTTPSSNTG GKSSSD— 

181 : VLLDSSQCIK EELKGKEEVR EEHNLAVGFG IGQDSKRETL DAffLUGNGNE QEPLEFGVDE 

* * * * ** 
129 : SESPCSS NEMSSCGRVT EE IS 

241 : TFDINELLGI LNDNNVSGQE TMQYQVDRHP NFSYQTQFPK SNLLGSLNPM E I AQPGVOYG 
****** ** * 
150 : WEHIMVDLPV MDUSSIHEEA Til SL G 



301 : CPYVQPSDME NYGIDLDHRR FNDLDIQDLD FG(DKOVHGS T 

* * ****** * * 

175 : FPWY HECDNDISR F-OTCISGGY SNWD-SFHSP L 



++++++ 



Sequence 1 
Size 

Hatching Position 



DREB2C. aa 
341 

1 - 341 



tBliE#2 004-3021234 



mm 2003-071082 
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[135-1 1] 



Sequence 2 
Size 

Hatching Position 

Hatching Condition. 

Hatches 
Hi smatches 
Gaps 
*M+ 

Hatching 
Height 



DREB2E. aa 
244 
1 - 



-1 
1 
1 
2 



0056504 



244 



30.29 [%] 
172 



1 : MPSEI VDRKR KSRGTROVAE I LRQWREYNE QIEA-ESCID GGGPKSIRKP PPKGSRKGCH 

* * * * . * * * ** * * *** **** 
1 : MEKEDNGSKQ SS SASVV SSRRRRRVVE PVEATLQRWE EEGLARARRV QAKGSKKGCH 

60 : KGKGtfENGI CDYRGVRQRR WGKWVAEIRE P — DGGA RLKLGTF SSSYEAALAY 

******* * ****** ********** * *.* ******* ****** 

58 : RCKGGPENPV CRFRGVRQRV WGKBVAEIRE PVSHRGANSS RSKRLWLGTF ATAAEAALAY 

112 : DEAAKA1YGQ SARLNLPEIT NRSSSTAATA TVSGSVTAFS DESEVCARED TNASSGFGQV 

* ** tt tttt ** * * * *** 

118 : DRAASVWYGP YARLMFPE DLGGGRKKD EEAE SSG 

172 : KLEDCSDEYV LLDSSQCIKE ELKGKEEVRE EHNLAVGFG I GQDSKRETLO AWLHGNGNEQ 

* * ******* ** 
152 : GYH L ETNKA GN G — VIETEG GKDYVVYNE- 

232 : EPLEFGVDET FDINELLGIL NDNNVSGQET MQYQVDRHPN FSYQTQFPNS NLLGSLNPME 

* * * * * * * * ** t * 
179 : DAIELGHDKT QNPHTDNEIV NPAVKS E EGYSYDR FKLD N r 

292 : I AQPGVDYGC PYVQPSDMEN YGIDLDHRRF NDLDIQDLDF GGDKDVHGST 

***** * ** 
218 : GLLYNE P — QSSSYHQ GG -GFDSYF — EYFRF 



Sequence 1 

Size 

Matching Position 

Sequence 2 
Size 

Matching Posi Hon 
Hatching Condition. 



DREB2C. aa 
341 

1 - 341 



DREB2F. aa 
277 
1 - 



277 



Batches 
Mismatches 
Gaps 
*IH 

Matching 
Weight 



-1 
1 
1 

2 

29.89 {%} 
172 



1 : HPSEt VDRKR KSRGTRDVAE I LRQWREYNE QIEAESCIDG GGPKSIRKPP PKGSRKGCMK 

* ** * ** 

1 : M EKS — SS UXQWKKGPAR 



61 : GKGGPEHGIC DYRGVRQRR* GKWVAEIREP DGGARLWLCT FSSSYEAALA YDEAAKAIYG 
***** * * ******* * ********** ****** * *** ****** ** 



fcbtiE#2 0 0 4 - 



3 0 2 12 3 4 



&m 2003-071082 
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"0056504 

17 : GKGGPQMALC QYRGVRQRTW GKHVAE I REP KKRARLBLGS FATAEEAAHA YDEAALKLYG 

121 : QSARLNLP EITNRSSST AATATVSGSV TAFSDESEVC AREDTNA — S SGFGQVKLED 

t **** * * * * * * ** * * ** 

77 : HDAYLNLPHL QRNTRPSLSN SQRFKWVPS- RKFISMFPSC GMLNVNAQPS VHI IQQRLE- 

176 : CSDEYVLUK SQCIKEELKG KEEVREEHNL AVffGIGQDS KRETLDABIM GNGREQEPLE 
** tt * ********* 

135 : ELKKTGLL — SQ SYS SSSSSTESKT NTSFLDEKTS KGET — DNM FEGGDQKKPE 

236 : FGVDETFD I N ELLGILNDNN VSGQETHQYQ V-ORHPNFSY QTQFPNSNLL GSLNPWEIAQ 

* * **** * * * * * * *** 
185 : — IDLT-EFL QQLGILKDEN EAEPSE VAECHSPPPS NEQ EET GSPFRTENFS 

295 : PGVDYGCPYV QPSDHENYGI DLDHRRFNDL DIQDLDFGGD KDVHGS-T 

* * ******* 
234 : WDTLIEIIPRS ETTTHQFDSS NFGSYDFED DVSFPS1 WDYYGSLD 

H+f++ 

Sequence 1 : DREB2C. aa 

Size : 341 

Hatching Position : 1-341 

Sequence 2 : DREB2G. aa 

Size 306 
Matching Position : 1 - 306 



Hatching Condi t ion. 

Matches 
Mi snatches 
Gaps 



-1 
1 
1 

2 



Matching 28.25 [%] 

Weight 174 



1 : HPSE I VDRKR KSRGTRDVAE I LRQWREYNE Q1EAESCIDG GGPKSIRKPP PKGSRKGCMK 

* * * * ******* 

1 : EEE QPPA KKRN WGRSRKGCMK 

61 : GKGGPENGIC DYRGVRQRRtf GKWVAE I REP DGGARLWLGT FSSSYEAALA YOEAAKAfYG 
******* * ****** * ********** * ****** * ***** ****** ** 
22 : GKGGPENATC TFRGVRQRTW GKWVAE 1 REP NRGTRLWLGT FNTSVEAAIIA YDEAAKKLYG 

121 : QSARLNL PEITNR SSSTAATATV SGSVTAFSOE SEVCAREDTN ASSGFGQVKL 

* *** ** * * * ** * 

82 : HEAKLNLVHP QQQQQWYNR NLSFSGHGSG SWAYNKKLDM VHGLDLGLGQ ASCSRG-SCS 

174 : EOCSOEYVLL DSSQCIKEEL KGKEEVREEH KLAVGFGIGQ DS-KRETLDA — HLMQIOJE 

* * * * * ** ***** * * 

141 : ERSSFLQEDD DHSHHRCSSS SG S NLCWLLPKQS DSQDQETVNA TTSYGGEGGG 

231 : QEPLEF-GVD EIFDINELLG i LNDNNVSGQ ETMQYQVDRH PNFSYQTQFP H — SNLLGSL 

t t * * *** **** 

194 : GSTLTFSTNL KPKNLttSQNY GLYMGABSRF LVGQEKKTEH DVSSSCGSSD NKESWLVPSC 

288 : NPMEIAQPGV DYCCPYVQPS DMENYGIDLD HRRFNDLDIQ DLDFGGDKDV HGST 

* * * **. * 

254 : GGERMHRPEL EERTGY-LEM DDLLEIDDLG LL1GKMGDFK NVCCEEFQHP WMSF 



ttlfiE#2 004-3021234 



&m 2003-071082 



^-v: 79/ 



[05- 1 3] 



0056504 



Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Hatching Position 

Matching Condi Hon. 

Matches 
Mismatches 
Gaps 
*N+ 

Hatching 
Height 



DREB2C. aa 
341 

1 - 341 



DREB2H. aa 
177 
1 - 



-1 
1 
1 
2 



177 



38.42 [3] 
97 



1 : MPSEIVDRKR KSRGTRDVAE I LRQWREYNE QIEAESCIDG CGPKSIRKPP PKGSRKGCMK 
** *** ********** *** ****** * ** ***** ** * *** * ** ******* 
1 : MP RKR KSRGTRDVAE I LRKWREYNE QTEADSCIDG CGSKPIRKAP PKRSRKGCMK 



61 : GKGGPEBGIC DYRGVRQRRW GKHVAE i REP DGGARLWIGT FSSSYEAALA YDEAAKAIYG 
********** ** ***** * ********** ** ***** ********** **** ***** 
56 : GKGGPEHGIC DYTGVRQRTH GKHVAE I REP GRGAKLWLGT FSSSYEAALA YDEASKAIYG 

121 : QS ARLNLPE I TNRSSSTAAT ATVSGSVTAF SDESEVCARE DTNASSGFGQ VKLEDCSDEY 
******** 

116 : QSARLNLP : 

181 : VLLOSSQCIK EELKGKEEVR EEHNLAVGFG iGQDSKRETL DASLUGN8JE OEPLEFGVDE 

** * * * * * 
124 : -LLPLCQ ARL LHF 

241 : TFDINELLGI LNDNNVSGQE TMQYQVDRHP NFSYQTQFPN SNLLGSLNPM EIAQPGVDYG 

******* * ** 
136 : UN LKFVHVR I Q- -MQDLV LVRSL 



301 : CPYVQPSDME NYGIDLDHRR FNDLD I QDLD FGGDKDVHGS T 

* * * * 

1SS : — TSRISKU LS P I TAL VKLGR Y 



++++++ 

Sequence I 
Size 

Matching Position 

Sequence 2 
Size 

Hatching Position 

Matching Condition. 

Matches 
Mi snatches 
Gaps 
*N+ 

Hatching 
We i gh t 



DREB2D. aa 
206 

1 - 206 



DREB2E. aa 
244 

1 - 



244 



35.20 ft] 
96 



mSE#2 004-3021234 
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-SS- 
** 



-IEPKVMUVG A- 
* * * 



NKKQRTVQA- SSRKGCHRGK 
* *** * ******* 



MEKEDMGSKQ SSSASVVSSR RHRRWEPVE ATLQRBfEEEG LARARRVQAK GSKKGCMRGK 



33 : GGPDNASCTY KGVRQRTHGK tfVAE I REP — NRGA RLWLGTFDTS REAALAYDSA 

*** * * ***** *** ******** *** ******* * ******* * 

61 : GGPENPVCRF RGYRQRVfflGK BVAE I REPVS HRGANSSRSK RLULGTFATA AEAALAYDRA 

85 : ARKLYGPEAH LNLPESLRSY PKTASSPASQ TTPSSNTGGK SSSDSESPCS SNEKSSCGRV 
********** * * * * * * 

121 : ASVMYGPYAR LNFPEDLGGG RKKDEEAESS GGYWLETNKA GNGVIE TEGGKDYW 

145 : TEE — I SWEH INVDLPVMDD SSIWEEATUS — LGFPBVHE GDNDISRFOT CIS GGY 

*** ****** tt *** 

176 : YNEDAIELGH DKTQNP-MTD NEIVMPAVKS EEGYSYDRFK LDIIGLLYNEP qSSSYHQGGG 



197 ; SNWDSFHSPL 
235 : FDSYFEYFRF 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 

Matching Condition. 

Matches 
Mismatches 
Gaps 
*H+. 

Hatching 
Weight 



DREB2D. aa 
206 

1 - 206 



DREB2F. aa 
277 
1 - 



277 



32.65 [X] 
129 



HSSIEPKVm VGANKKQRTV QASSRKGCHR GKGGPDNASC TYKGVRQRTW GKWVAE I REP 
* * * ** ** * ***** ** * * ******* ********** 

U EKSSSy KQ flKKCPAR GKGGPQNALC QYRGVRQRTW GKWVAE I REP 



51 



NRGARLWLGT FOTSREAALA YDSAARKLYG PEAHLNIP- 
****** * * ttt t ** ** **** * **** 



ESL- 
** 



-RSYP 



47 : KKRARLWLGS FATAEEAAMA YDEAALKLYG HDAYLNLPHL QRHTRPSLSH SQRFKWVPSR 



106 



KTASSPAS— 
* * * 



— QTTPS 

** 



SNTGGKS- 
** * 



SSOSESPCS SNEHS 

***** * 



107 : KFISHFPSCG MLNVNAQPSV Hf IQQRLEEL KKTGLLSQSY SSSSSSTESK TNTSFLDEKT 



140 



-R YTEEISWEHI MVDLPVHDDS SIWE- 
** * * * * 



-EATMSL 
* * * 



167 : SK6ETDNMFE GGOQKKPEID LTEFLQQLG I LKDEMEAEPS EVAECHSPPP WNEQEETGSP 



174 : GFPHVKEGDN Dl SRFDTCISG GY— SNWDSFHSP L 

* * ** * * * ** * 

227 : FRTENFSWDT LIQSPRSETT TWQFDSSNFG SYDFEDOVSF PSIIDYYGSL D 



WK#2 0 0 4 



-3021234 



2003-071082 



^-v: 81/ 



5-15] 



Sequence 1 
Size 

Matching Position 

Sequence 2 
Size 

Watching Position 
Hatching Condition. 



DREB2D. aa 
206 

I - 206 



'0056504 



DREB2G. aa 
306 
I - 



306 



Hatches 

Mismatches 

Gaps 



-i 
i 
i 

2 



Hatching 
Height 



32.08 [%3 
144 



MSSIEPKYMH VGANKKQRTV QASSRKGCMR GKGGPDNASC TYKGVRQRTfl GKWVAEIREP 
* ** ****** ***** ** * * ******* ********** 

EEEQPP AKK — RN MGRSRKQCMK GKGGPENATC TFRGVRQRTW GKWVAEIREP 



61 



NRGARLWLGT FDTSREAALA YDSAARKLYG PEAHLNL- 
*** ****** * *t *** * ** ** **** ** *** 



52 : NRGTRLWLGT FNTSVEAAMA YDEAAKKLYG HEAKLNLVHP QQQQQVVVNR NLSFSGHGSG 



93 



PESLRSYPKT AS-SPASQTT PSS- 
* ** * * ** 



NTGGKSS — 

* ** 



112 : SWAYNKKLOM VHGLDLGLGQ ASCSRGSCSE RSSFLQEDDD HSHNRCSSSS GSNLCWLLPK 



127 



-SDS- 
*** 



-€S PCSS- 
* * 



— NEMS- 
* ** 



-S CGRVTEEISW 
* * * 



172 : QSDSQDQETV NATTSYGGEG GGGSTLTFST NLKPKNLHSQ NYGLYNGAVS RFLVGQEKKT 



161 



EHINVDLPVtt DDSSIWEE-- ATHSLGFPSV H- 
** * ** * * * * 



— EGD— 
* * 



-N DISRFOTCIS 
* 



232 : EH — DVSSS CGSSDNKESM LVPSCGGERH HRPELEERTG YLEMDDLLEl DDLGLLIGKH 



194 : GGYSNW — DS FHSP L 

* ** * * 
289 : GDFKNVCCEE FQHPWNHF 



Sequence 1 
Size 

Hatching Position 

Sequence 2 

Size 

Matching Position 

Hatching Condi tion. 

Matches 
Mismatches 
Gaps 
*N+ 

Hatching 
Weight 



DREB2D. aa 
206 

1 - 206 



DREB2H. aa 
177 
I - 



-1 
1 
I 

2 



177 



32.03 l%] 
101 



M SSIEPK VMUVGANKK QR-TVQASSR KGCMRGKGGP 

* * * ***** **** ***** 

MPRKRKSRGT RDVAE I LRKff REYNEQTEAD SCIDGGGSKP IRKAPPKRSR KGCMKGKGGP 



mm 2 004 



-3021234 



&m 2 0 0 3 - 0 7 1 0 8 2 v I 82/ 



[05-16] 



0056S04 

36 : DNASCTYKGV RQRTBGKWVA EIREPNRGAR LBLGTFDTSR EAALAYDSAA RKLYGPEAHL 

* * * ** ********** ***** *** ****** t mm* * t* * * 

61 : ENGICDYTGV RQRTWGKWVA EIREPGRGAK LWLGTFSSSY EAALAYDEAS KAIYGQSARL 

*9S : NLPESLRSYP KTASSPASQT TPSSfiTGGKS SSDSESPCSS NEMSSCGRYT EEISWEHIMV 

** * * * . * * t ** 
121 : NL P LLPLCQARLL HFLMN — LKF VHVR! QHQOL VLVRS — LT SRIS 

156 : DLPVMDDSSI ffEEATHSLGF PSVHEGDND I SRFDTCISCG YSNWOSFHSP L 
t t * tt 

163 : KMLSPI — TALVKLG R Y 



++++++ 

Sequence 1 : DREB2E. aa 
Size 244 

Hatching Position : 1 - 244 

Sequence 2 : DREB2F. aa 
Si?e 277 

Matching Position : 1 - 277 



Hatching Condition. 

Matches -1 

Mismatches 1 

Gaps 1 

*N+ 2 

Matching 27.52 [X] 

Weight 173 



1 : HEKEDNGSKQ SSSASVVSSR RRRRWEPVE ATLQRWEEEG LARARRVQAK GSKKGCMRGK 
*** *** * *** *** 

1 : MEK SSS UK QWKKGPARGK 

61 : GGPBJPVCRF RGVRQRVWGK WAEIREPVS HRGANSSRSK RLUVLGTFATA AEAALAYDRA 
m * * mm m ******** ***** **** *** *** * 

19 : GGPQNALCQY RGVRQRTWGK BVAEIREP KKRA RLWLGSFATA EEAAMAYDEA 

121 : ASVHYGPYAR LN FP 

****** ** 
71 : ALKLYGHDAY LNLPHLQRNT RPSLSNSQRF KWVPSRKFIS MFPSCGULNV NAQPSVHIIQ 

135 : EDLGGG RKKDEEAESS GGYWLETN KAGN GViETEGG KDYVVYNED 

* * ** ** ****** 

131 : QRLEELKKTG LLSQSYSSSS SSTESKTNTS FLDEKTSKGE TDNMFEGGDQ KKPE I DLTEF 

180 : A I ELGHDKTQ N PMTDNE — IVHPAVKS EEGYSYDR-F KLDNGLLYME PQS 

****** * ** * * t * * 

191 : LQQLG I LK0E HEAEPSEVAE CHSPPP«NEQ EETGSPFRTE NFSWOTLIEH PRSETTTHQF 

227 : -SSYHQGGGF — DSYF EYFRF 

** * * * 

25? : DSSNFGSYDF EDDVSFPSI* DYYGSLD 



++++++ 

Sequence 1 ; 0REB2E.aa 

Size 244 



miiE^2 0 0 4 



-3021234 



# m 2003-071082 



: 83/ 



[05-17] 



Matching Pos i t ion 

Sequence 1 
Size 

Hatching Position 

Matching Condition. 

Matches 
Mismatches 
Gaps 
*N+ 

Hatching 
Height 



I - 244 



"0056504 



DREB2G. aa 
306 
1 - 



-I 
I 
1 

2 



306 



25.07 ft] 
197 



1 : MEKEDNGSKQ SSSASVVSSR RRRRWEPVE ATLQRffEEEG LARARRVQAK GSKKGCWtGK 

** * * **** ** 

1 : EEE qPPAKKRNMC RSRKGOKGK 



61 : GGPENPVCRF RGVRQRVWGK WVAEIREPVS HRGANSSRSK RLWLGTFATA AEAALAYDRA 
***** * % ****** *** ******** * ******* * *** *** * 

24 : GGPENATCTF RGVRQRTUGK WVAEIREP NRGT RLWLGTFNTS VEAABAYDEA 



121 : ASVHYGPYAR LN FPE DLGGG 

****** *** * 

76 : AKKLYGHEAK LNLVHPQQQQ QVWNRNLSF SGHGSGSWAY NKKLDMVHGL DLGLGQASCS 



141 



RKKDEEAES- 
* * * 



-SGG YWL 

* ** 



-ETNKA GNGV 

** * * * 



136 : RGSCSERSSF LQEODDHSHN RCSSSSGSNL CWLLPKQSDS QOQETVNATT SYGGEGGGGS 



165 



1ET- 
* 



-EGGKDYVV YN- 
* ** 



EDAIELGHDK TQNPHTDNEI VNPAVKSEEG 
** * * * 



196 : TLTFSTNLKP KNLMSQNYGL YNGAWSRFLV GQEKKTEHDV SSSCGSSDNK ESIiLVPSCGG 



203 



YSYDRFKL — 
* * 



-DNG LLYNEPQSSS YHQGGGFDSY FEYF R F 

* * * * * * 



256 : ERMHRPELEE RTGYLEMDDL LE I DDLGLL [ GKNGDFKNiffC CEEFQHPWNV F 



nun 

Sequence 1 
Size 

Hatching Pos i t ion 

Sequence 2 

Size 

Hatching Position 

Matching Condi t ion. 

Hatches 
Hisnatches 
Gaps 
*H+ 

Matching 
Weight 



DREB2E. aa 
244 

1 - 244 



DREB2H. aa 
177 
1 - 



-1 
1 



177 



29.92 [X] 
114 



1 : HEKEDNGSKQ SSSASVVSSR RRRRVVEPVE ATLQRWEEEG LARARRVQAK GSKKGCMRGK 
* * ****** % % \ %%%t t* 

1 : HPRKRKSRGT RDVA — E I LR KWREYNEQTE A-DSCIOGGG SKPIRKAPPK RSRKGCHKGK 



mSEiRp2 0 0 4 - 



3 0 2 1 2 3 4 



4#K 2003-071082 



^-v: 84/ 



[BIS - 1 8] 



Q056504 

61 : GGPENPVCRF RGVRQRVWGK WVAEIREPVS HRGANSSRSK RLWLGTFATA AEAALAYDRA 
***** * ***** *** ******** *** ****** ******* * 

58 : GGPENGICDY TGVRQRTWGX WYAEIREP— GRGA KLIfLGTFSSS YEAALAYDEA 

12 1 : ASVMYGPYAR LNFPEOLGGG RKKDEEAESS GGYWLETNKA OVGVIETEGG KDYWYNEDA 

** ***** * * * * * 
110 : SKAI YGQSAR LNLP-LLPLC QAR LLHFLHM LKFVHVRIQM QDLV - 

181 : IELGHDKTQK PMTDNEIVNP AVKSEEGYSY ORFKLDNGLL YNEPQSSSYH QGGGFDSYFE 

* * ** 
153 : — LVRSLTSR ISKMLSPITA LVK 



241 
174 



YFRF 
* 

LGRY 



Sequence 1 
Size 

Hatching Position 

Sequence 2 
Size 

Matching Position 

Hatching Condition. 

Matches 
Mismatches 
Gaps 
*N+ 



DREB2F. aa 
277 

1 - 277 



DREB2G. aa 
306 
1 - 



306 



Matching 
Weight 



31.41 [%} 
138 



1 : ME KSS SMKQWKKGPA RCKGGPQNAL CQYRGVRQRT MfGKtf VAE i RE PKKRARLVLG 

* * * ** ***** 4* * ******* ********** * ***** 
1 : EEEQPPAKKR flMGRSRKGCM KGKGGPENAT CTFRGVRQRT WGKWVAEIRE PNRGTRLWLG 

56 : SFATAEEAAM AYOEAALKLY GHDAYLNLPH LQ RN TRPSLSNSQR FKWVPSRKFI 

* * **** ****** *********** * * * t * 
61 : TFNTSVEAAM AYDEAAKKLY GHEAKLNLVH PQQQQQVVVN RNLSFSGHGS GStf-AYNKKL 

110 : SHFPSCGHLN VNAQPSVHI I QQRLEELKKT GLLSQSYSSS SS STE SKTNTSFLDE 

* ** ** ***** * * * 
120 : DMVHGLDLGL GQASCSRGSC SERSSFLQED DOHSHNRCSS SSGSNLCWLL PKQSDS-QDQ 



165 
179 



KTSKdTDNM FEGG- 
* * *** 



— DQKKP — 
** 



-EIDLTEF LQQLGILKDE NEAEPSEVAE 
* * * 



ETVNATTSYG GEGGGGSTLT FSTNLKPKML MSQHYGLYNG AHSRFLVGQE KKTEHDVSSS 



211 : CHS — PPPWN EQEETGS — P FRTENFSWDT LiEH-PRSET TTMQFOSSNF GSYDFEDDVS 

** * * * ** * * 

239 : CGSSDNKESM LVPSCGCERH HRPELEERTG YLEMDOLLEi DDLGLLIGKN GDFKNWCCEE 



266 
299 



FPS I WDYYGS LD 
* * 

FQHPW N WF 



4+++++ 



tb|jE#2 0 0 4 



-3021234 



m 2003-071082 



85/ 



[05-19] 



"0056504 



Sequence 1 
Size 

Rlatch ing Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condi t ion. 

Hatches 
Hi s matches 
Gaps 
*N+ 

Matching 
Weight 



DREB2F. aa 
277 

1 - 277 



DREB2H. aa 
177 
1 - 



-1 
1 
1 
2 

21.52 
192 



177 



N — EKS- 
* ** 



SSHKQWK KGPARGKGGP 

* ** ***** 



HPRKRKSRGT RDVAEILRKftf. REYNEQTEAD SCIDGGGSKP 1RKAPPKRSR KGCMKGKGCP 



22 : QNALCQYRGV RQRTWGKffVA EIREPKKRAR LWLGSFATAE EAAUAYDEAA LKLYGHDAYL 
* * * ** ********** ***** * **** * *** ***** . ** * * 
61 : ENG I CDYTGV RQRTVGKWVA EIREPGRGAK LWLGTFSSSY EAALAYDEAS KAIYCQSARL 

82 : NLPHLQRNTR PSLSNSQRFK SVPSRKFISH FPSCGHLMVN AQPSVH1 \QQ RLEELKKTGL 

**t t *** **** 
121 : NLPLLPLCQA RLLKFIMNLK FV HVRIQHQ DL V 

142 : LSQSYSSSSS STESKTNTSF LDEKTSKGET DNMFEGGWK KPEIDLTEFL WLG1LKDEH 

***** * ** 
153 : LVRSLTSR1S KULS PITAL VKLG 



202 
176 



EAEPSEVAEC HSPPPKNEQE ETGSPFRTBJ FSOTTLIEHP RSETTTIKIFD SSNFGSYDFE 



262 
176 



ODVSFPSIWD YYGSLD 
RY 



Sequence I 
Size 

Hatching Position 

Sequence 2 
Size 

Hatching Position 

Hatching Condi tion. 

Hatches 
Mismatches 
Gaps 
*N4 

Hatching 
Weight 



DREB2G. aa 
306 

1 - 306 

DREB2H. aa 
177 

1 - 177 



-1 
1 
1 
2 

24.41 [« 
192 



ttJffE#2 0 0 4 



-3021234 



mM 2003-071082 



^-v: 86/ 




[05-20] 



EEEQ 

** 



0056504 
PP AKKRNMGRSR KGCMKGKGGP 
* t *** ********** 



1 : HPRKRKSRGT KDVAEILRKW REYNEQTEAD SCIDGGGSKP IRKAPPKRSR KGCMKGKGGP 



27 : ENATCTFRGV RORTtGKKTVA EIREPNRGTR LWLGTFNTSV EAAUAVDEAA KKLYGHEAKL 
*t * ** ********** ***** ** ****** * *** ***** * ** * * 
61 : ENGICDYTGV RQRTflGKHVA El REPGRGAK LWLGTFSSSY EAALAYOEAS KA1YG35ARL 



87 : NIVHPQQQQQ VVVNRNLSFS GHGSGSWAYN KKLOUVHGLD LGLGQASCSR GSCSERSSFL 
** * * M 
121 : NL PL LPLCQA 



147 : QEDDOHSHHR CSSSSGSNLC HLLPKQSDSQ DQETVNATTS YGGEGGGGST LTFSTNLKPK 



207 : NLNSQNYGLY NGAWSRFLVG OEKKTEHDVS SSCGSSDWKE SMLVPSCGGE RMHRPELEER 



* * *** 
-RL LHFLMNLKFV 



143 



HVRIQUQPL- 



** 
VLV- 



* * * ** * 
RSLTSRISK- -ULSP- 



267 



TGYLEMDDLL 



EIDDLGLLIG KNGDFKRWCC 



EEFQHPWWF 



168 



* * * 
-ITALVKL— 



•GRY 



tbliE#2 004-3021234 



m 2003-071082 



87/ 



[0 6] 



DKBBlC-mic 
DREB1D .nuc 
DHBBlA.nuC 
DUEBXB . nuc 
DRBBlE.nuc 
DREB1F ,&UC 



DREB1C.HUC 
DRBBlD.nuc 
DHBBXA.nue 
DHSBlB.xmc 
DHBB1E .luC 
DREB1P.BUC 



DREBlC.nucl62 
DREBH>.nucl71 
DREBlA.aucl62 
DREB1B . nuc 153 
DRBBlE.nuc S9 
DRBBlF.nuc 9 9 



DR3B1C.TLUC247 J 
DRZBlD.nuc 2SS i 
DRSB1A.11UC247 J 
DR3 B1R. nuc 23 8 J 
DRHB1 B.miC 184 a 
DR2B1F.HUC184 i 



I>RgBlC.nuc332 
DREBlB.&uc 341 
I>RHBlA.nuc332 
DREBlB.DUc323.-g 
DREB1E . n\iC 269 
DKEBlF.n\!C269 



DREBlC.nuc5€3 
ryaEBlt>.uucS84 
DREBlA.nu.c5GO 
DREBlB.nuc554 
DREBlE-ttUC443 
I5REB1F.dvlc515 5g 



DREBIC.duc 630 
DSEBID.duc 648 
DREB1A.OUC627 
DREB1B . nuc 621 
DREB1B . nuc 522 51 
BREB1F.UUC6O0 A 




DRBB1C.XTOC415 

r>R2B0_D.nuc 424 ^Cg&CGACGGAGGG^ 
DR2BlA.nuc415 
DREBlB.ouc4CS 

DREB1E . nuc 3 54 :5fWT AG! 

DREB1F . nuc 354 :tOT& G A AA! 



DREBlC.mic4 82 
DREBH>.mic5C3 
&REB1A.ITUC47 5 
DKEB1B.DUC473 
DREBlS.nuc402 
DEEB1F . nuc 431 :GTT| 



tBtE#2 004-3021234 



mm 2003-071082 



^-v: 88/ 



[m 7 - i ] 




tBfiE# 2004-3021234 



mm 2003-071082 



89/ 



[0 7-2] 
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